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Abstract
We present a computational strategy based on thermodynamic cycles to predict and describe the chemical equilibrium 
between the 3d-transition metal ions Zn2+, Cu2+, and VO2+ and the widely used antineoplastic drug doxorubicin. Our method 
involves benchmarking a theoretical protocol to compute gas-phase quantities using DLPNO Coupled-Cluster calculations 
as reference, followed by estimating solvation contributions to the reaction Gibbs free energies using both explicit partial 
(micro)solvation steps for charged solutes and neutral coordination complexes, as well as a continuum solvation procedure 
for all solutes involved in the complexation process. We rationalized the stability of these doxorubicin-metal complexes by 
inspecting quantities obtained from the topology of their electron densities, particularly the bond critical points and non-
covalent interaction index. Our approach allowed us to identify representative species in solution phase, infer the most likely 
complexation process for each case, and identify key intramolecular interactions involved in the stability of these compounds. 
To the best of our knowledge, this is the first study reporting thermodynamic constants for the complexation of doxorubicin 
with transition metal ions. Unlike other methods, our procedure is computationally affordable for medium-sized systems and 
provides valuable insights even with limited experimental data. Furthermore, it can be extended to describe the complexation 
process between 3d-transition metal ions and other bioactive ligands.

Keywords  Doxorubicin-transition metal complexes · Thermodynamic solvation cycle · Intramolecular interactions · 
Theoretical protocol benchmarking · Micro-solvation

Introduction

It is well-documented that complexing bioactive compounds 
with transition metal ions often results in a reduction of their 
undesired secondary effects, while keeping or even enhanc-
ing their beneficial therapeutic properties [1]. Consequently, 
determining the thermodynamic complexation constants 
in the solution phase of such species is an active research 
field in pharmaceutical science and bioinorganic chemistry. 
However, this is not necessarily a straightforward task, as 
experimentalists may encounter several difficulties, includ-
ing the solubility of the drug and/or metal complex(es), the 
kinetic and quantitative profiles of the reaction under study, 
the formation of poly-nuclear species (some of which may 
be undesired)[2], among others [3]. It should be noted that 
the experimental techniques used for this purpose often pro-
vide limited information about the structural properties of 
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the formed complexes, for which it is common to appeal to 
additional spectroscopic studies.

Nowadays, theoretical protocols based on the quantum 
chemistry methods, are considered powerful auxiliary tools 
for studying several properties of organic and inorganic 
metal complexes, for instance, to estimate their complexa-
tion constants in gas and solution phases, to reveal their rep-
resentative (most stable) coordination geometries in a given 
medium [4–7] and to discern molecular properties including 
some of their chemical reactivity features [8], among others. 
Particularly, the determination of the Gibbs free energies 
of complexation in solution phase by theoretical strategies, 
faces several drawbacks that can be classified in two main 
branches:

1.	 The quality of the electronic wave function used to 
find the equilibrium geometries and compute molecu-
lar properties. In computational chemistry, it is crucial 
to calibrate a suitable theoretical protocol (a method to 
determine the electronic structure of a chemical species) 
to ensure meaningful predictions, characterizations, and 
rationalizations of chemical properties or processes of 
interest. Among other considerations, a computationally 
affordable method is sought, which provides comparable 
results to experimental findings. If the problem under 
study lacks experimental information, it is common 
to appeal to results obtained from more sophisticated 
theoretical methods, such as Coupled Cluster (CC, the 
gold standard in quantum chemistry) or Configurations 
Interaction (CI), which, unfortunately, are computa-
tionally demanding and in general intractable for mol-
ecules constituted by more than a hundred of electrons. 
We emphasize that modern quantum chemistry offers 
a new and computationally affordable alternative, the 
Domain-Based Local Pair Natural Orbital (DLPNO) 
method which constitutes a variant of the standard CC 
formulation (the theoretical basis of this approach can 
be found in [9]); although, it is not suitable for large 
size molecules (with several hundreds of electrons), it 
can serve as a calibration standard to find an adequate 
theoretical protocol for the study of systems constituted 
by a large amount of electrons, for instance, transition 
metal complexes of bioactive compounds.

2.	 The models used for computing thermochemical proper-
ties in gas and solution phase. In most cases, gas phase 
thermochemistry is done under the ideal gas approxima-
tion, which often (not always) yields reasonable results. 
On the contrary, a more elaborated treatment is required 
for solution phase contributions, and it is common to use 
combined strategies, comprising at least by one of the 
following approaches: models based on a polarizable 
continuum [10, 11], molecular dynamics simulations [4, 
12, 13], the Quantum-Mechanics Molecular-Mechanics 

(QM-MM) [14, 15] and, of particular interest in this 
work, Thermodynamic Cycles (TC) [5, 6, 16]. Recent 
studies have shown that TCs are promising strategies for 
the computation of solution phase quantities, especially 
for the reaction Gibbs free energy in solution phase. TCs 
are less time-consuming than Molecular Dynamics or 
QM-MM approaches, and, more importantly they can 
be designed to facilitate a systematic cancellation of 
various sources of errors, such as solvation patterns of 
solutes, proper charge screening by solvent molecules, 
and even those arising from the ideal gas approxima-
tion. This cancellation often translates into a substantial 
increase in the accuracy of the predicted results.

As an additional benefit, a proper theoretical study about 
the complexation equilibrium constant in solution phase, 
provides a set of outcomes (equilibrium geometries, wave 
and partition functions, electron densities, etc.) which, after 
further treatment, can be used to infer new and valuable 
information about the electronic and physico-chemical prop-
erties of the formed complex(es), for instance (and of inter-
est in this study), key inter and intra-molecular interactions 
involved in the stability of the species.

This work explores the advantages of using these new 
affordable theoretical approaches and strategies to accurately 
describe and predict the chemical equilibrium between tran-
sition metal ions and bioactive molecules. Specifically, we 
investigate the complexation reaction between the antineo-
plastic doxorubicin and three transition metal ions, Cu2+, 
Zn2+ and VO2+, forming coordination species with 1:1 
and 1:2 (metal-ligand) stoichiometries. To the best of our 
knowledge, there is no experimental data available for the 
corresponding equilibrium constants in aqueous solution. 
First, we generated all possible coordination geometries for 
each metal-doxorubicin complex and filled any coordina-
tion vacancies with water molecules. Next, we analyzed 
the stability of each of these geometries by computing the 
Gibbs free energy of complexation in solution phase using 
theoretical protocols based on thermodynamic cycles (which 
are explained in the following section). From these results, 
we identified plausible representative coordinated species 
for each complex in aqueous solution. Finally, we identified 
metal-ligand, ligand-ligand and solvent-ligand interactions 
that contribute to the stability of the most significant coor-
dination geometries, using the Bond Critical Points (BCP) 
and the Non-Covalent Interaction Index (NCII) derived from 
the topological analysis of the electron density. Through this 
work, we demonstrate that even if experimental information 
about the complexation process between a bioactive mol-
ecule and a transition metal ion is scarce (or absent), a well-
calibrated theoretical protocol can provide valuable chemical 
and thermodynamic information about the formation of the 
involved complexes in solution phase.
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Background

Doxorubicin and doxorubicin transition metal 
complexes

Doxorubicin (HDOX) or Adriamycin (shown in Fig. 1) is a 
potent antineoplastic drug belonging to the anthracyclines 
family, known for its effectiveness against various solid 
tumors (as breast and lymphomas) and hematological neo-
plasms (as leukemia) [17, 18]. Unfortunately, as an adverse 
effect, its clinical use increases the risk of heart failure by a 
factor of eight [19–23]. Reports indicate that such undesired 
behavior can been attenuated by encapsulating HDOX inside 
liposomes [24] or nanoparticles [25–27], by using cardiopro-
tective agents such as dexrazoxane [28–32] and by binding 
the free drug to transition metal ions [33–37]. Studies have 
reported several M-HDOX complexes (M = Co(II), Ni(II), 
Fe(III), Mn(II), Cu(II), Zn(II) and Mg(II)) able to induce 
significant apoptosis, implying that these metal complexes 
may exhibit enhanced therapeutic properties compared to 
free HDOX [37].

In this work we consider pertinent to analyze the chemical 
stability of the M-HDOX complexes particularly constituted 
by the Cu2+, Zn2+, and VO2+ ions due to the following rea-
sons. Firstly, these three transition metals (copper, zinc, and 
vanadium) are highly bioavailable in the human body [38]. 
Secondly, the complexation of HDOX with Cu(II) has been 
shown to reduce the incidence of heart failure in both murine 
and human cell lines, while maintaining the same antitumor 
properties of the free drug [33]. Thirdly, Zn(II)-based drugs 
have demonstrated a significant effect in killing malignant 
cells in cancer therapy, with reports suggesting that com-
plexes based on this metal show promise for the develop-
ment of new bioactive species with favorable therapeutic 

effects [39–42]. Finally, several V(IV) and V(V) based com-
pounds have shown promising antitumoral effects in in vitro 
studies [43–50]. Interestingly, even though HDOX and other 
vanadium complexes are effective against a similar spectrum 
of cell lines [43, 45, 47, 48, 50, 51], there has been no previ-
ous exploration of the structural or therapeutic properties of 
the V(IV)-HDOX species.

Experimental observations indicate that in aqueous solu-
tions with pH values close to neutrality, where HDOX is 
predominantly in its neutral form (pKa values of 7.84 and 
10.04) [52, 53], transition metal ions bind to HDOX to form 
complexes with stoichiometric ratios of 1:1 and 1:2, depend-
ing on the oxidation state of the metal center and the reactant 
concentrations [34, 37, 54–59]. The complexation process 
proceeds with the release of a proton from each HDOX mol-
ecule, acidifying the medium [53]. Thus, the representative 
reaction between a specific metal ion Mq+ (q is the net 
charge on the metal) and n HDOX ligands in aqueous solu-
tion at a pH value beyond 7.84 and up to 10.04, forming the 
[

M(DOX)n
]q−n

(aq)
 species, can be written according to the fol-

lowing chemical equation,

It has been established that the two adjacent oxygen atoms 
(O) belonging to the quinone and phenol moieties (rings B 
and C in Fig. 1) of HDOX are the reactive centers involved 
in the coordination process with transition metal ions. Note 
that a HDOX molecule may bind a metal ion using O atoms 
from the alpha (α) or from the beta (β) sides (see Fig. 1).

Thermodynamic models

For the sake of clarity, at this stage we consider pertinent 
to specify the notation and nomenclature used through 
the remainder of the document. In 

[

M
(

H2O
)

m

]q+ , M is 
the metallic center, m corresponds to the number of water 
molecules coordinated to M, and q indicates the charge. In 
[

M�,�(DOX)n
(

H2O
)

l

]q−n , n is the number of DOX− species 
in the complex and l indicates the number of coordinated 
water molecules, while α and β indicates the orientation 
from where the doxorubicin molecule is attached to M.

Solvation of solutes by the cluster solvation cycle

To study the chemical equilibrium in solution phase from 
a theoretical perspective, it is essential to properly describe 
the solvation process of all solutes involved in the reaction. 
To address this issue, TCs commonly use a hybrid approach 
that combines a continuum model (where solvent is mainly 
represented by its static dielectric constant � ) to account for 
bulky contributions to the solvation Gibbs free energy, with 
an explicit "micro-solvation" step where solvent molecules 

(1)M
q+

(aq)
+ nHDOX(aq) →

[

M(DOX)n
]q−n

(aq)
+ nH+

(aq)

Fig. 1   Chemical structure of doxorubicin (HDOX). α and β corre-
spond to the orientations where metal ions can bind the molecule
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are properly arranged around each solute to consider spe-
cific solute–solvent (and even solvent–solvent) interactions 
at the molecular level [60]. Continuum models provide a 
reasonable description of the solvation Gibbs free energy of 
neutral solutes and they often display a good performance 
when used as part of a thermodynamic cycle. Thus, a micro-
solvation step offers an additional benefit. If charged solutes 
are involved in the chemical process being studied, explicit 
solvent molecules can screen their electric charges, contrib-
uting to a better description of the solvation process through 
a continuum approach.

In this work, we employed the “Cluster Solvation Cycle” 
shown in Fig. 2. This model considers that a single cluster 
composed of x solvent molecules spontaneously solvates a 
particular solute. Strategies based on the cluster cycle are 
adequate to maximize errors cancellation and have been 
recently utilized for accurately describing the thermody-
namics of formation of some Cu(II) and Zn(II) complexes 
in water and ethanol solutions, respectively [7, 60].

In the cluster cycle, the solvation Gibbs free energy of a 
solute Aq± is computed according to the following scheme,

where,

(the subscript "g" will be used over the text to indicate a 
gas phase thermodynamic quantity) is the gas phase free 
energy contribution coming from the explicit solvation pro-
cess, while ΔG∗

solv

(

[

A
(

H2O
)

x

]q±
)

 and ΔG∗
solv

(

H2O
)

x
 are the 

continuum contribution to the solvation Gibbs free energies 
of the (screened) solute and of the solvent cluster constituted 
by x water molecules, respectively. The term,

(2)
Δ_cG

∗
solv

(Aq±) = ΔGo
g
+ ΔG∗

solv

(

[

A
(

H2O
)

x

]q±
)

− ΔG∗
solv

(

H2O
)

x
− ΔGo

corr

(3)ΔGo
g
= G

(

[

A
(

H2O
)

x

]q±
)

− G
(

Aq±
)

− G
(

H2O
)

x

(4)ΔGo
corr

= ΔGo→∗ + RT ln
([

H2O
]

∕x
)

in Eq. (2) introduces proper corrections for the solute and 
solvent thermodynamic states; here, the ΔG◦→∗ quantity is 
the free energy correction due to the standard state con-
ditions of solute, going from the ideal gas standard state 
(1 atm) to the solution standard state (1 M) at 298.15 K 
and it is estimated to be 1.89 kcal·mol−1 under the ideal gas 
approximation. The thermodynamic correction correspond-
ing to the solvent thermodynamic state is computed from the 
RT ln

([

H2O
]

∕x
)

 term, which takes one 1 mol of the 
(

H2O
)

x
 

species (55.34 M∕x) to the 1 M standard state.

Gibbs free energy of reaction in solution phase.

The formation of complexes between any of the metal 
centers under consideration (Zn2+, Cu2+ and VO2+) with n 
HDOX ligands in aqueous solution is represented by the 
generalized thermodynamic cycle shown in Fig. 3, and is 
described by the following equation,

where,

is the Gibbs free energy of reaction in gas phase; Go
g

(

H+
)

 
is the gas phase free energy of the proton, and its value has 
been recently recalculated using quantum statistical mechan-
ics under various thermodynamic conditions. At 1 atm and 
298.15 K, it is recommended to be −6.28 kcal·mol−1 [61]. 
The term,

corresponds to the solvation Gibbs free energy of overall 
the involved solutes. 

[

M(DOX)n
]2−n and Mq+ are (charged) 

complexes which require solvent molecules to fill up their 
coordination vacancies and thus, their solvation Gibbs free 
energy will be computed using the thermodynamic solvation 
cycle; HDOX is in its neutral form and a simple continuum 

(5)ΔrG
∗
s,n

= ΔrG
o
g
+ ΔΔG∗

solv

(6)
ΔrG

o
g
= Go

g

([

M(DOX)n
]q−n)

+ nGo
g

(

H+
)

− Go
g

(

Mq+
)

− nGo
g
(HDOX)

(7)
ΔΔG∗

solv
= Δ_cG

∗
solv

(

[

M(DOX)n
]2−n

)

+ nΔG∗
solv

(

H+
)

−Δ_cG
∗
solv

(

Mq+
)

− nΔG∗
solv

(HDOX)

Fig. 2   Thermodynamic cluster 
solvation cycle used for the 
computation of the solvation 
Gibbs free energy of charged 
solutes. The water molecules 
are arranged in a cluster fashion
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solvation model will be applied for this species. The solva-
tion Gibbs free energy of the proton ΔG∗

solv

(

H+
)

 was set 
equal to − 265.9 kcal·mol−1, a numerical value obtained 
from high level first-principles calculations [62]. Thus, using 
Eq. (2) in Eqs. (7) and (3) in Eq. (6), the following expres-
sion is obtained for the Gibbs free energy of reaction in 
aqueous solution ( ΔrG

∗
s,n

 , Eq. (5)),

(recall that the "m" and "l" integers are used to indicate the 
number of solvent molecules considered for the explicit sol-
vation of the metal centers and the 

[

M(DOX)n
]2−n species, 

respectively). The term Δr_cG
o
g
 in Eq. (8) contains all the 

gas phase free energy contributions to the reaction, includ-
ing those related to the explicit solvation, i.e., due to the 
formation of the solvated species 

[

M(DOX)n
(

H2O
)

l

]q−n and 
[

M
(

H2O
)

m

]q+ , thus,

while the term ΔΔ_�G
∗
solv

 is given by,

and contains all the solvation free energy contributions to 
the Gibbs free energy of reaction in solution, under the con-
tinuum media approximation. In Appendix A we provide a 
detailed guide on how to utilize this approach to compute 
the solvation Gibbs free energy of complexation in solution 
phase.

(8)ΔrG
∗
s,n

= Δr_cG
o
g
+ ΔΔ_�G

∗
solv

+ RT ln
[

l

m

]

,

(9)

Δr_cGo
g = Go

g
([

M(DOX)n
(

H2O
)

l

]q−n) + Go
g
(

H2O
)

m

− Go
g

(

[

M
(

H2O
)

m

]q+
)

− nGo
g(HDOX)

− Go
g
(

H2O
)

l +
(

−6.28 kcal ⋅mol−1
)

(10)

DeltaΔ_�G∗
solv = ΔG∗

solv

([

M(DOX)n
(

H2O
)

l

]q−n) + ΔG∗
solv

(

H2O
)

m

− ΔG∗
solv

(

[

M
(

H2O
)

m

]q+
)

− nΔG∗
solv(HDOX)

− ΔG∗
solv

(

H2O
)

l +
(

−265.9 kcal ⋅mol−1
)

,

It should be mentioned that the use of continuum sol-
vation models, such as the ones employed in this study, 
can potentially lead to an overestimation of the loss of 
the entropy of reaction, particularly in non-equimolar pro-
cesses due to solvent cage effects. To address this poten-
tial error, the Okuno model,[63] based on the free volume 
approximation [64], is commonly employed for reactions 
occurring in non-polar solvents [65, 66]. For instance, 
this model provides a correction of approximately 2.6 1 
kcal·mol−1 for 2:1 stoichiometric reactions, under these 
circumstances. While this approach has been used for the 
computation of Gibbs free energy in reactions involving 
aqueous solutions and other polar solvents [67, 68], we 
have chosen not to incorporate it into our calculations. It 
is important to acknowledge that this decision means that 
our predicted exergonicities may be slightly lower than the 
actual values, and this effect may have a greater impact 
on the formation of the 1:2 doxorubicin-metal complexes 
compared to the 1:1 complexes. Nevertheless, it is still 
relevant to assess how our model, which involves a cancel-
lation of various sources of error, may contribute to the 
overestimation of the loss of the entropy of reaction. Thus, 
we computed the enthalpy contribution to the Gibbs free 
energies of all the studied reactions and are reported in the 
Supplementary Material.

Computational details

According to the thermodynamic strategy under consid-
eration, the Gibbs free energy of reaction in solution phase 
between free HDOX molecules and a transition metal ion 
must be obtained by summing up contributions from gas 
and continuum phase calculations (Eq. (8)). Gas-phase con-
tributions, those required for the complexation reaction and 
for the explicit solutes screening (Eq. (9)) were obtained 
from a standard gas-phase thermochemistry theoretical 

Fig. 3   Generalized thermodynamic cycle for the computation of the reaction Gibbs free energy Δ
r
G

∗
s,n

 in aqueous solution
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protocol (under the ideal gas approximation); we used the 
PBE [69], ωB97X-D [70], M06 [71] and PBE0 [72, 73] den-
sity functional approximations (DFAs) conjointly with the 
DGDZVP [74, 75] basis set, always ensuring that each of 
the optimized geometries corresponded to a minimum on the 
potential energy surface (PES) by an analysis of vibrational 
frequencies. These DFAs were selected as they have shown 
a good performance in the description of diverse chemi-
cal properties of transition metal complexes [76–79]. The 
(

H2O
)

x
 clusters involved in the explicit solvation process 

of solutes (Eqs. (3) and (10)), were taken from reference 
[80] and re-optimized according to our theoretical proto-
col. Continuum contributions to the solvation Gibbs free 
energy of the 

[

M(DOX)n
(

H2O
)

l

]q−n , 
[

M
(

H2O
)

m

]q+ , 
(

H2O
)

x
 

and HDOX species (Eq. (10)) were computed as the energy 
difference between two single point electronic structure cal-
culations, one at the M05-2X/6–31+G(d,p) and the other at 
M05-2X/6–31+G(d,p)/SMD [11] levels, both calculations 
were done on the previous gas phase optimized geometries 
(with each of the DFAs under consideration). All our cal-
culations were performed using the Gaussian 09 quantum 
chemistry computational package [81] (optimized struc-
tures of the most stables complexes found in this study are 
reported in the Supplementary Material).

As a calibration step, we computed the electronic energy 
variation of the following reaction (gas phase formation of 
1:1 stoichiometry complex for each metal):

at the DLPNO-CCSD/aug-cc-pVDZ [82] level of theory. 
Then the most suitable DFA for the study of the chemical 
equilibrium of each of the metal-doxorubicin complexes 
under investigation was selected and used for further analy-
sis. The multireference wave function T1 diagnostic was 
performed at the DLPNO-CCSD/aug-cc-PVDZ level of 
theory for the most stable 1:1 stoichiometric metal-doxoru-
bicin complexes found in this study. The computed norm of 
the single substitution amplitudes vector t1, (divided by the 
square root of the number of correlated electrons) is reported 
in Table S1 of the Supplementary Material. As can be cor-
roborated, these values were below the accepted thresh-
old equal to 0.05 for compounds constituted by transition 
metals belonging to the 3d series [83]. We used the ORCA 
computational package [84, 85] for our Coupled-Cluster 
calculations.

The inter and intramolecular interactions among the 
HDOX species, solvent molecules and/or the metallic 
center were analyzed through the Quantum Theory of 
Atoms in Molecules (QTAIM), proposed by Bader [86]. 
We used two of the most outstanding QTAIM-based 

(11)

(

H2O
)

l +
[

M
(

H2O
)

m

]q+ + HDOX

→
[

M(DOX)n
(

H2O
)

l

]q−1 +
(

H2O
)

m + H+

quantities, the Bond Critical Points (BCPs) and the Non-
Covalent Interactions Index (NCII) [87]. The correspond-
ing calculations were done using the GPUAM computa-
tional package [88, 89], building a grid of 10 points per 
atomic unit and using as input the wave function obtained 
with the ωB97X-D functional and DGDZVP basis. We 
selected this functional since it has shown significant 
improvements over several empirical dispersion-corrected 
DFAs when it comes to describing non-covalent interac-
tions, [70] and thus, as indicated in previous work [90, 91], 
is an adequate theoretical method for the study of weak 
interactions using the mentioned QTAIM based tools. The 
NCII index is based on the density (ρ) and its derivatives. 
It enables the identification of non-covalent interactions 
from the reduced density gradient (s). To calculate “s” 
only the electron density is required. We computed both 
the 3D and 2D representations of the NCII indexes. The 
former was obtained from the corresponding molecular 
density, using an isosurface value of 0.5. The 2D-NCII 
maps were computed with the NCIPLOT software, using 
the pro-molecular approximation [92–94]. The sign of the 
second density Hessian eigenvalue ( �2 ) was analyzed by 
evaluating sign 

(

�2
)

� . This analysis allows us to identify 
attractive interactions as regions where 𝜆2 < 0 and repul-
sive interactions as regions where 𝜆2 > 0 . Additionally, 
weak van der Waals (vdW) interactions can be character-
ized by �2 ≈ 0 . To visualize these regions, it is common 
to appeal to the following color code also based on sign 
(

�2
)

� : blue for strong attractive interactions ( 𝜆2 < 0 , as 
strong hydrogen bonding), green for weak vdW interac-
tions ( �2 ≈ 0 , π–π stacking or van der Waals contacts) and 
red for strong repulsive interactions ( 𝜆2 > 0 , nonbond-
ing, steric clashes). BCPs (Bond Critical Points) were 
employed to determine the coordination number of the 
metal complexes under investigation, as well as to identify 
hydrogen bonding interactions. On the other hand, Non-
Covalent Interaction Index (NCIs) were utilized to locate 
specific molecular regions where significant non-covalent 
interactions occur.

Results and discussion

Before delving into the analysis of each family of doxoru-
bicin-metal complexes investigated, it is important to high-
light that the computed entropy contribution to the solution 
phase Gibbs free energy of reaction displayed values close 
to zero for all the studied chemical processes (computed 
values were lower than 0.1 kcal·mol−1·K−1). This can be 
corroborated by comparing the results in Tables 2, 4, and 6 
with those in Tables S2, S3, and S4 of the Supplementary 
Material, respectively. Nonetheless, it should be noted that 
the contribution of the total entropic term (TΔS) to the Gibbs 
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free energy of reaction in the solution phase ranges between 
−6 and −18 kcal·mol−1, and it certainly contributes to the 
exergonicity of the studied reactions.

Cu(II)‑doxorubicin complexes

Among the three families of metal-complexes investigated 
in this work, those comprised by Cu(II) ions have been 
extensively studied. Both, the 1:1 and 1:2 stoichiometries 
are known to be stable in aqueous solution, but there is some 
controversy about which one is predominant at near-neutral 
pH conditions. Dabrowiak and Greenaway observed the 1:2 
Cu(II):DOX complex over a range of pH values from 7 to 8.2 
[34]; conversely, Garnier-Suillerot et al. observed that the 
1:1 species is the one predominant at a neutral pH condition, 
although none of these studies provided information about 
the corresponding thermodynamic equilibrium constants 
[95, 96]. In any case, the square planar coordination geom-
etry was considered as the most prone to be observed in 
solution phase. It is known that, in general, Cu(II) complexes 
may display different coordination numbers, from four to 
six [97–99]. For instance, by UV–vis titration experiments, 
Salmon et al.[100] found that the hexahydrate 

[

Cu
(

H2O
)

6

]2+ 
complex is the most abundant in aqueous solution, while 
Tabouli et  al.[101] reported the 

[

Cu
(

NH3

)

5

]2+ (square 
pyramid) and 

[

Cu
(

NH3

)

6

]2+ (octahedral) species, as the 
most stable coordination geometries for cooper-ammonia 

complexes, using a quantum chemistry theoretical protocol. 
We thus consider necessary to explore all the coordination 
numbers in our computations, for both the free Cu(II) (from 
tetrahydrate to hexahydrate complexes, m = 4, 5, 6) and the 
[

Cu(DOX)n
(

H2O
)

l

]q−n species, to find the chemical process 
which provides the lowest Gibbs free energy of complexa-
tion. An equivalent exploration will be performed for the 
remainder of the metal complexes under investigation.

Table 1 presents the results of the calibration study 
(Eq.  (1)) for copper-doxorubicin metal-complexes. In 
addition to the electronic energy variations, we also 
report the relative reaction energies (in parentheses) ref-
erenced to the lowest energy complexation process, to 
facilitate comparison across different density functional 
approximations (DFAs). Remarkably, all the function-
als here tested predicted the same trend as our DLPNO-
CC standard; octahedral Cu(II)-DOX complexes (l = 4) 
are the most stable in gas phase, followed by the pen-
tahedral (l = 3) and the tetrahedral (l = 2). For the octa-
hedral and tetrahedral complexes, the HDOX molecule 
is preferable attached to the metallic center from the 
beta side, while for the pentahedral, the alpha orienta-
tion is preferred. Formation of complexes was gener-
ally enhanced when cooper tetrahydrate (square planar, 
(m = 4)) was used as starting material. It is worth noting 
that in some cases, our octahedral geometries evolved 
towards the penta-coordinated species after the geometry 
optimization process, due to a water molecule shifting 

Table 1   Computed energy 
variation corresponding to the 
reaction between 

[

Cu
(

H2O
)

m

]2+ 
and HDOX ligand, forming 
[

Cu
(

�,�DOX
)(

H2O
)

l

]+ 
complexes, in gas phase, using 
Eq. (11) relative values respect 
the most stable complexation 
process are reported in 
parentheses

Values are reported in kcal·mol−1.
S square planar geometry, SP square pyramidal geometry, O octahedral geometry

m l Side PBE ωb97X-D M06 PBE0 DLPNO-
CCSD

4 2 αS 54.6 (13.5) 72.3 (16.1) 68.9 (19.1) 81.6 (11.6) 95.2 (30.6)
βS 51.0 (10.0) 69.4 (13.1) 66.5 (16.7) 78.2 (8.2) 90.9 (26.3)

3 αSP 41.0 (0.0) 68.4 (12.1) 55.2 (5.4) 79.3 (9.3) 84.7 (20.1)
βSP 46.7 (5.6) 60.6 (4.3) 57.7 (7.9) 71.2 (1.2) 77.3 (12.8)

4 αO 50.1 (9.0) 57.7 (1.4) 54.7 (4.9) – 68.9 (4.4)
βO – 56.2 (0.0) 49.8 (0.0) 70.0 (0.0) 64.6 (0.0)

5 2 αS 72.9 (31.9) 95.2 (38.9) 93.7 (43.9) 102.5 (32.5) 123.4 (58.9)
βS 69.4 (28.3) 92.3 (36.0) 91.3 (41.5) 99.0 (29.0) 119.1 (54.6)

3 αSP 59.4 (18.4) 91.3 (35.0) 80.0 (30.2) 100.2 (30.2) 113.0 (48.4)
βSP 65.0 (24.0) 83.5 (27.2) 82.5 (32.7) 92.1 (22.1) 105.6 (41.0)

4 αO 68.5 (27.4) 80.6 (24.3) 79.5 (29.7) – 97.2 (32.6)
βO – 79.1 (22.9) 74.6 (24.8) 90.9 (20.9) 92.8 (28.3)

6 2 αS 87.3 (46.3) 112.9 (56.6) 114.0 (64.2) 118.6 (48.6) 145.6 (81.0)
βS 83.7 (42.7) 110.0 (53.7) 111.5 (61.7) 115.2 (45.2) 141.3 (76.7)

3 αSP 73.8 (32.7) 109.0 (52.7) 100.3 (50.5) 116.3 (46.3) 135.1 (70.5)
βSP 79.4 (38.3) 101.2 (44.9) 102.7 (52.9) 108.2 (38.2) 127.7 (63.2)

4 αO 82.8 (41.8) 98.3 (42.0) 99.8 (50.0) – 119.3 (54.8)
βO – 96.8 (40.6) 94.9 (45.1) 107.0 (37.0) 115.0 (50.4)
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towards the first solvation sphere. This was the case of 
the 

[

Cu
(

�DOX
)(

H2O
)

4

]+ and the 
[

Cu(�DOX)
(

H2O
)

4

]+ 
species, particularly when their geometries were opti-
mized with the PBE and PBE0 DFAs, respectively. The 
PBE0 functional displayed the closest reaction energies 
to our DLPNO-CC standard, with an average devia-
tion (AD) of 14.21  kcal·mol−1 followed by ωB97X-D 
(AD = 21.23 kcal·mol−1), M06 (AD = 24.41 kcal·mol−1) 
and PBE (AD = 43.93 kcal·mol−1), while the M06 DFA 
displayed the best (closest to our standard) relative energy 
differences (quantities in parentheses in Table 1) with 
an average deviation of 9.71  kcal·mol−1, followed by 
ωB97X-D (12.92 kcal·mol−1), PBE0 (18.83 kcal·mol−1) 
and PBE (20.40 kcal·mol−1). Therefore, results from the 
PBE0 and M06 functionals will be prioritized in the anal-
ysis of the complexation process of copper-doxorubicin 
species in solution phase. Nonetheless, it is important to 
acknowledge that even with functionals that exhibit low 
averaged deviations, there may still be cases where the pre-
dicted relative stability trend deviates from our CC stand-
ard. For instance, the M06 functional predicts a higher 
stability for the alpha pentahedral complex compared to 
its beta counterpart. Additionally, in our calculations using 
the PBE0 DFA, we encountered difficulties in obtaining a 
minimum energy structure for the 

[

Cu
(

�,�DOX
)(

H2O
)

l

]+ 
complex, which is the second most stable species predicted 
by our CC protocol. Thus, for the analysis of chemical pro-
cesses in the solution phase, we always prioritized the use 
of at least two different density functional approximations 
(DFAs), which enriched the discussion and provided more 
robust insights. Figure 4a, b, c–f show the BCPs and the 
NCII plots for the 

[

Cu
(

�DOX
)(

H2O
)

4

]+ (octahedral) and 
[

Cu(�DOX)
(

H2O
)

2

]+ (square planar) coordination geom-
etries, respectively. The most favored species displays two 
OH-O interactions (green dots, Fig. 4a) against the only 
one observed for the square planar complex (Fig. 4c). The 
3D-NCII surfaces calculated for both conformers (Fig. 4c, 
d), conjointly with the 2D-NCII maps (Fig. 4e, f) indi-
cates the presence of more attractive strong non-covalent 
interactions (blue surfaces) for the 

[

Cu
(

�DOX
)(

H2O
)

4

]+ 
species and are mainly located at the coordination sphere 
for both compounds. This suggest that the metal–ligands 
attractive interactions may be stronger for the octahedral 
than for the tetrahedral complex.

In Table 2 we report the Gibbs free energy of reaction 
in solution phase for the Cu(II)-DOX complexes. One may 
observe that both 1:1 and 1:2 stoichiometric species are 
prone to (co)exist in aqueous solution at the specified pH 
conditions (all the tested reactions, analyzed through the 
set of DFAs under consideration, were exergonic). Further-
more, these results indicate that the representative species 
at both stoichiometries may have a square planar geometry 

(l = 2 for n = 1 and l = 0 for n = 2). The formation of the 
former (1:1 stoichiometry) is particularly favored when 
the DOX− species is attached to the metal from the beta 
side, 

[

Cu
(

�DOX
)(

H2O
)

2

]+ , and also, if the free Cu(II) ion 
is found in its hexahydrate (m = 6) coordination geometry 
prior to the complexation process. It is worthy to recall that 
precisely the Cu(II) hexahydrate is the most abundant in 
aqueous solution. For the 1:2 complexes, results obtained 
with the PBE and PBE0 functionals indicate that the beta 
orientation is the one preferred by the HDOX molecule, 
[

Cu
(

�DOX
)

2

]

 , while results from the M06 and the ωB97X-D 
DFAs rather suggest that is the alpha orientation the one 
attached to the metallic center, 

[

Cu(�DOX)2
]

 . In any case, 
the Gibbs free energy difference between both orientations 
is less than 4 kcal·mol−1 and conjointly, these results suggest 
that for the 1:2 stoichiometry situation, both are prone to 
coexist (the reaction energy difference between the process 
with m = 5 and m = 6, using the M06 functional, is less than 
0.3 kcal·mol−1). Results obtained with the PBE0 DFA, sug-
gest that the 1:1 stoichiometry is slightly more stable than 
the 1:2 (by barely 4 kcal·mol−1). However, it is important to 
note that experimental validation is necessary to confirm this 
prediction, for instance, it is crucial to consider the potential 
for a higher overestimation of the loss of reaction entropy 
in the formation of the 1:2 complex. Figure 5a shows the 
geometry and BCP of the 

[

Cu(�DOX)2
]

 species. The complex 
is stabilized by five intermolecular BCPs, with one located 
on the left and four on the right-hand side. The 3D-NCII 
analysis shown in Fig. 5b supports this observation and 
shows that, both weak (green surface) and/or strong (blue 
surfaces) attractive non-covalent interactions are abundant 
in these molecular moieties. Interestingly, despite the size 
of the doxorubicin ligands, the 2D-NCII plot (Fig. 5c) indi-
cate that repulsive interactions are the less abundant for this 
complex.

Zn(II)‑doxorubicin complexes

Zn(II) species are commonly found in their tetra, penta 
and/or hexa coordination modes in aqueous solution, for 
instance, the most abundant coordination geometries for 
the zinc-aquo complexes in solution phase are the tet-
rahedron and the octahedron, while the pentahydrate is 
practically absent [102–113]. Jabłońska-Trypuć et al. [37] 
reported that under near-neutral pH conditions, the Zn(II)-
DOX complexes are predominantly found in a 1:2 stoichi-
ometry, based on their partial molar ratio measurements. 
No further reports were found about the formation of these 
species. Therefore, like the analysis of Cu(II)-DOX com-
plexes, we will explore all coordination patterns for both 
hydrated zinc and zinc-doxorubicin species, to propose 
plausible complexation processes in aqueous solution.
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Our theoretical gas-phase benchmarking for zinc com-
plexes (Table  3) reveals that the PBE0 functional pro-
vides the closest results to our DLPNO-CCSD stand-
ard (AD = 6.24  kcal·mol−1), followed by ωB97X-D 

(AD = 13.09 kcal·mol−1), M06 (AD = 14.65 kcal·mol−1) 
and PBE (AD = 21.61 kcal·mol−1); while, the M06 func-
tional displays the best relative energy differences with an 
average deviation of 3.90 kcal·mol−1, followed by ωB97X-D 

Fig. 4   a, b BCPs, c, d 3D-NCII plots and e, f 2D-NCII maps obtained 
for the 

[

Cu(�DOX)
(

H2O
)

2

]+ and 
[

Cu
(

�DOX
)(

H2O
)

4

]+ species, 
respectively, at the ωB97X-D/DGDZVP level of theory. Only BCPs 
between H2O molecules and DOX− are plotted, while BCPs between 

the metallic center and DOX− or H2O molecules were replaced by 
turquoise solid lines. “s” is the reduced gradient of the electron den-
sity
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(AD = 8.64 kcal·mol−1), PBE0 (AD = 12.59 kcal·mol−1) and 
PBE (AD = 16.76 kcal·mol−1). Thus, as previously consid-
ered for Cu(II)-DOX species, for zinc-doxorubicin metal 
complexes results obtained from PBE0 and M06 function-
als will be prioritized in our analysis of results computed 
in solution phase. Octahedral Zn(II)-DOX geometries were 
predicted to be the most stable 1:1 stoichiometric complex 
under gas phase conditions, particularly if the DOX− spe-
cies is attached to the metal from the beta side. Also note 
that the spontaneity of these reactions is enhanced when 
the tetracoordinated Zn(II)-aquo species is considered as 
reactant (m = 4). In Fig. 6a, b we show the BCPs of the 
[

Zn
(

�DOX
)(

H2O
)

4

]+ and the 
[

Zn
(

�DOX
)(

H2O
)

2

]+ com-
plexes, respectively, for comparison purposes. The complex 
with the higher stability displays two OH–O bonds between 
the H2O molecules that coordinates the metal center and 
the O atoms of the DOX− species. Conversely, the less sta-
ble tetrahedral complex only exhibited one of these OH-O 
bonds. Likewise, both the 3D-NCII plots (Fig. 6c, d) and 
the 2D-NCII maps (Fig. 6e, f) reveal that the attractive non-
covalent interactions (blue and green surfaces) are substan-
tially less abundant in the less stable complex, with particu-
lar emphasis on the region nearby the coordination sphere.

The Gibbs free energy of complexation of the Zn(II)-
DOX species in solution phase (Table 4) generally exhibit 
positive or slightly negative values for both stoichiometries, 
indicating that the formation of zinc complexes in aqueous 
solution is less favorable than that of copper complexes. The 

tested functionals consistently suggest that the 1:1 stoichio-
metric species may preferentially adopt a pentahedral coor-
dination geometry (l = 3), and, according to results obtained 
with the ωB97XD-D, M06 and PBE0 functionals, the cor-
responding formation process is almost equally favored if the 
Zn(II)-aquo complex is in its penta- or hexahydrate forms (m 
= 5, 6; note that the latter is reported as the most stable in 
solution phase). All tested functionals indicate that this pro-
cess is almost insensitive to whether the DOX− molecule is 
attached to the metal center from the alpha or beta side, and 
thus, both binding patterns are prone to be observed. Based 
on results obtained from the M06 functional, the formation 
of the octahedral complex is more likely, especially when 
the zinc pentahydrate (m = 5) is considered as reactant; 
nonetheless, one must recall that this Zn(II)-aquo complex 
is practically absent in aqueous solution, and thus, we rather 
preferred to consider the pentahedral zinc-doxorubicin com-
plex as the representative 1:1 stoichiometric species, which 
can be formed from the hexahydrate species (which is abun-
dant in aqueous solution), and has a complexation energy 
difference less than 1.0 kcal·mol−1 respect the octahedron.

Our findings suggest that the formation of the 1:2 stoi-
chiometric Zn(II)-DOX complexes are not too favored; the 
PBE0 and ωB97X-D functionals predict that none of the 
complexation processes analyzed for these species will 
occur (all are endergonic), while M06 and PBE indicate 
that the octahedral (l = 2) or the tetrahedral (l = 0) com-
plexes may exist in solution, respectively, with the drug 

Table 2   Solution phase Gibbs 
free energy of complexation 
between 

[

Cu
(

H2O
)

m

]2+ and 
n HDOX ligands, forming 
[

Cu
(

�,�DOX
)

n

(

H2O
)

l

]2−n 
complexes

Values are reported in kcal·mol−1

S square planar geometry, SP square pyramidal geometry, O octahedral geometry

m l Side n = 1 l Side n = 2

PBE ωB97X-D M06 PBE0 PBE ωB97X-D M06 PBE0

4 2 αS −28.1 −8.2 −17.6 −9.0 0 αS −23.5 −17.1 −17.1 −6.3
βS −33.0 −12.4 −21.1 −11.9 βS −27.3 −13.8 −14.5 −8.1

3 αSP −29.3 −8.4 −18.4 −7.2 1 αSP −24.1 −15.8 −16.3 −2.8
βSP −24.9 −8.2 −15.5 −7.1 βSP – −13.7 −13.3 −5.3

4 αO −16.3 −6.2 −15.2 – 2 α PENTA – – –
β PENTA −7.6 −15.2 −2.1 β PENTA −7.8 −7.0 3.0

5 2 αS −35.0 −11.9 −19.5 −14.6 0 αS −30.4 −20.8 −19.0 −11.8
βS −39.9 −16.1 −23.1 −17.5 βS −34.3 −17.5 −16.4 −13.7

3 αSP −36.3 −12.1 −20.3 −12.8 1 αSP −31.1 −19.5 −18.2 −8.4
βSP −31.8 −12.0 −17.4 −12.7 βSP – −17.4 −15.2 −10.9

4 αO −23.2 −9.9 −17.1 – 2 α PENTA – – –
β PENTA −11.4 −17.1 −7.7 β PENTA −11.5 −9.0 −2.6

6 2 αS −39.46 −13.8 −19.2 −18.0 0 αS −34.8 −22.7 −18.8 −15.2
βS −44.34 −18.0 −22.8 −20.9 βS −38.7 −19.4 −16.1 −17.1

3 αSP −40.7 −14.0 −20.0 −16.2 1 αSP −35.5 −21.4 −17.9 −11.8
βSP −36.25 −13.9 −17.1 −16.1 βSP – −19.3 −15.0 −14.3

4 αO −27.63 −11.8 −16.9 – 2 α PENTA – – –
β PENTA −13.3 −16.8 −11.1 β PENTA −13.4 −8.7 −6.0
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attached to the metal from the alpha side, in any case. 
Based on our benchmarking study (Table 3), where we 
concluded that results obtained with the M06 functionals 
are of high priority, we selected the 

[

Zn(�DOX)2
(

H2O
)

2

]

 
complex as the representative Zn(II)-DOX 1:2 species. 
This complex can be formed from three different zinc 
hydrates (m = 4, m = 5, m = 6). However, it should be 
noted that the pentahydrate is less abundant in aqueous 
solution, and more importantly, that the formation from 
the tetrahydrate is the most exergonic process. Now that 
we have identified the representative species for both 
stoichiometries, we can analyze their relative stability 
using the results obtained from the M06 functional. Both, 

the 
[

Zn(�DOX)
(

H2O
)

3

]+ and 
[

Zn(�DOX)2
(

H2O
)

2

]

 com-
plexes are expected to be formed from the zinc tetrahy-
drate, which is abundant in solution phase. The relative 
stability of these species is thus directly determined by 
the difference in their molecular Gibbs free energies. Our 
calculations show that such energy difference is about 
3 kcal·mol−1, favoring the 1:1 stoichiometric species and 
is too small to draw definitive conclusions about the pre-
dominance of one species over the other, for instance, 
recall that a higher overestimation of the loss of entropy is 
expected for the formation of the 1:2 complex. Figure 7a, 
b depict the geometry of the 

[

Zn(�DOX)
(

H2O
)

3

]+ and the 

Fig. 5   a BCPs, b 3D-NCII and c 2D-NCII plots obtained for the 
[

Cu(�DOX)2
]

 species at the ωB97X-D/ DGDZVP level of theory. 
Only BCPs between H2O molecules and DOX− are plotted, while 

BCPs between the metallic center and DOX− or H2O molecules were 
replaced by turquoise solid lines. “s” is the reduced gradient of the 
electron density
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[

Zn(�DOX)2
(

H2O
)

2

]

  species conjointly with the BCPs sur-
rounding their corresponding coordination centers. The 
former display two BCP flanking the coordination sphere, 
while the second displays seven BCPs. These findings sug-
gest that intramolecular interactions are more important 
for the stability of the 1:2 stoichiometry species, than in 
their 1:1 counterpart.

VO2+ doxorubicin complexes

It is documented that the VO2+ ion is found rather in acidic 
aqueous solutions at pH values up to 6.0 [114]. Therefore, 
the formation of the oxovanadium-doxorubicin complexes 
must occur at pH values below 6.0, however, the protonated 
(cationic) form of doxorubicin predominates under such con-
ditions. Consequently, both doxorubicin and VO2+ species 
will carry positive electric charges, and their complexation 
may be hindered by electrostatic repulsion forces unless 
doxorubicin gets first deprotonated to its neutral form (for 
instance, due to the interaction with the metallic center). 
The whole complexation process can be thus described by 
the following Hess law,

The Gibbs free variation of such process is given by,

where ΔrG
∗
aq,n

 is the solution phase Gibbs free energy of 
reaction computed through our strategy based on TCs. In 
Eq. (13) we used the experimental pKa value of 7.84 cor-
responding to the deprotonation of the amine moiety of 
H2DOX

+ , while the value of the thermodynamic tempera-
ture T was set equal to 298.15 K. It should be noted that the 
addition of HDOX species to the VO(IV) center is more 
restricted than for Cu(II) and Zn(II), due to the presence 
of the oxo ligand. The coordination vacancies must be 
accurately classified to unambiguously identify the gener-
ated coordination geometries, which were established to be 
equatorial or axial, as depicted in Fig. 8. A HDOX molecule 
can be linked to the VO(IV) center through two equatorial 
vacancies or one equatorial and one axial. To indicate the 
former case, a superscript E will be included in our notation, 
whereas the superscript A will be used for the latter.

(12)

[

VO
(

H2O
)

5

]2+
+ nHDOX →

[

VO(DOX)n
(

H2O
)

l

]2−n
+ nH+

nH2DOX
+
→ nHDOX + nH+

__________________________________________________
[

VO
(

H2O
)

5

]2+
+ nH2DOX

+
→

[

VO(DOX)n
(

H2O
)

l

]2−n
+ 2nH+

(13)
ΔrG

∗
aq,tot

= ΔrG
∗
aq,n

+ nRT ⋅ pKa

= ΔrG
∗
aq,n

+ n
[

4.65 kcal ⋅mol−1
]

Table 3   Computed energy 
variation corresponding to the 
reaction between 

[

Zn
(

H2O
)

m

]2+ 
and HDOX ligand, forming 
the 

[

Zn
(

�,�DOX
)(

H2O
)

l

]+ 
complex, in gas phase, using 
Eq. (11)

Relative values respect the most stable complexation process are reported in parentheses. Values are 
reported in kcal·mol−1

T tetrahedral geometry, SP square pyramidal geometry, O octahedral geometry

m l Side PBE ωb97X-D M06 PBE0 DLPNO-
CCSD

4 2 αT 75.7 (10.4) 83.4 (17.6) 81.7 (22.2) 94.8 (15.0) 97.5 (27.3)
βT 73.4 (8.1) 84.7 (19.0) 81.8 (22.4) 93.5 (13.7) 98.2 (28.0)

3 αSP 69.0 (3.7) 72.9 (7.1) 71.1 (11.6) 85.8 (6.0) 83.7 (13.5)
βSP 76.2 (10.9) 83.2 (17.4) 78.7 (19.2) 93.0 (13.2) 91.5 (21.3)

4 αO 80.3 (15.0) 81.6 (15.8) 76.0 (16.5) 95.3 (15.5) 86.7 (16.5)
βO 65.4 (0.0) 65.8 (0.0) 59.5 (0.0) 79.8 (0.0) 70.2 (0.0)

5 2 αT 95.9 (30.6) 106.8 (41.0) 107.3 (47.8) 116.5 (36.7) 124.6 (54.4)
βT 93.6 (28.3) 108.1 (42.4) 107.4 (48.0) 115.2 (35.4) 125.3 (55.1)

3 αSP 89.2 (23.9) 96.3 (30.6) 96.7 (37.2) 107.6 (27.8) 110.8 (40.6)
βSP 96.4 (31.1) 106.6 (40.9) 104.3 (44.8) 114.7 (34.9) 118.6 (48.4)

4 αO 100.5 (35.2) 105.0 (39.3) 101.5 (42.1) 117.1 (37.2) 113.9 (43.6)
βO 85.6 (20.2) 89.2 (23.4) 85.0 (25.6) 101.5 (21.7) 97.3 (27.1)

6 2 αT 114.9 (49.5) 129.1 (63.4) 132.0 (72.6) 137.2 (57.4) 150.7 (80.5)
βT 112.6 (47.2) 130.5 (64.7) 132.2 (72.7) 135.9 (56.1) 151.4 (81.2)

3 αSP 108.2 (42.8) 118.6 (52.9) 121.4 (62.0) 128.2 (48.4) 136.9 (66.7)
βSP 115.4 (50.0) 128.9 (63.2) 129.0 (69.6) 135.4 (55.6) 144.7 (74.5)

4 αO 119.5 (54.1) 127.3 (61.6) 126.3 (66.9) 137.7 (57.9) 139.9 (69.7)
βO 104.5 (39.2) 111.5 (45.8) 109.8 (50.3) 122.2 (42.4) 123.4 (53.2)
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Fig. 6   a, b BCPs, c, d 3D-NCII plots and e, f 2D-NCII maps obtained 
for the 

[

Zn
(

�DOX
)(

H2O
)

4

]+ and 
[

Zn
(

�DOX
)(

H2O
)

2

]+ species, 
respectively, at the ωB97X-D/ DGDZVP level of theory. Only BCPs 
between H2O molecules and DOX− are plotted, while BCPs between 

the metallic center and DOX− or H2O molecules were replaced by 
turquoise solid lines. “s” is the reduced gradient of the electron den-
sity
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Table 5 presents the results of our benchmarking study 
for the VO(IV)-doxorubicin complexes. All the theoretical 
methods here tested predicted that the octahedral complex 
[

VO
(

�EDOX
)(

H2O
)

3

]+
 is the most stable 1:1 stoichiomet-

ric species in gas phase. DOX− was observed to prefer the 
beta orientation, occupying two of the equatorial coordina-
tion vacancies of the vanadium center. The PBE0 functional 
displayed the closest reaction energies to our DLPNO-CC 
standard, with an average deviation (AD) of 6.88 kcal·mol−1 

followed by ωB97X-D (AD = 14.81  kcal·mol−1), M06 
(AD = 15.62 kcal·mol−1) and PBE (AD = 81.40 kcal·mol−1). 
The ωB97X-D DFA in turn displayed the best (closest to our 
standard) relative energy differences (quantities in parenthe-
ses in Table 1) with an average deviation of 2.49 kcal·mol−1, 
followed by PBE0 (4.53 kcal·mol−1), M06 (5.28 kcal·mol−1) 
and PBE (5.98 kcal·mol−1). Figure 9a–c show the BCP, 
3D-NCII and 2D-NCII plots for the 

[

VO
(

�EDOX
)(

H2O
)

3

]+
 

species, respectively displaying two attractive hydrogen 

Table 4   Solution phase Gibbs 
free energy of complexation 
between 

[

Zn
(

H2O
)

m

]2+ and 
n HDOX ligands, forming 
[

Zn
(

�,�DOX
)

n

(

H2O
)

l

]2−n 
complexes

Values are reported in kcal·mol−1

T tetrahedral geometry, SP square pyramidal geometry, O octahedral geometry

m l Side n = 1 l Side n = 2

PBE ωB97X-D M06 PBE0 PBE ωB97X-D M06 PBE0

4 2 αT 0.1 6.4 2.6 9.0 0 αT 19.1 21.7 21.1 31.8
βT −2.9 4.6 2.4 6.7 βT 0.1 10.2 5.0 13.2

3 αSP −3.4 −2.0 −4.4 3.8 1 αSP 22.9 15.1 13.6 39.1
βSP −3.1 1.6 −3.0 4.2 βT 5.5 12.1 7.6 19.4

4 αO 6.1 7.3 −0.2 12.0 βSP −1.4 10.2 3.3 13.3
βO 2.0 1.2 −4.8 7.9 2 αO 9.1 2.7 −1.2 22.7

βO 6.0 14.3 7.8 20.2
5 2 αT −6.4 3.8 1.2 4.6 0 αT 12.5 19.1 19.7 27.4

βT −9.4 2.0 1.0 2.4 βT −6.5 7.6 3.6 8.8
3 αSP −9.9 −4.6 −5.7 −0.5 1 αSP 16.4 12.5 12.2 34.7

βSP −9.7 −1.0 −4.3 −0.2 βT −1.1 9.5 6.2 15.0
4 αO −0.4 4.7 −1.6 7.7 βSP −7.9 7.6 1.9 8.9

βO −4.6 −1.4 −6.1 3.5 2 αO 2.5 0.1 −2.5 18.3
βO −0.5 11.7 6.5 15.9

6 2 αT −10.7 3.9 3.7 2.1 0 αT 8.3 19.2 22.3 24.9
βT −13.7 2.1 3.6 −0.2 βT −10.7 7.7 6.1 6.3

3 αSP −14.1 −4.5 −3.2 −3.0 1 αSP 12.1 12.6 14.7 32.2
βSP −13.9 −0.9 −1.8 −2.7 βT −5.3 9.6 8.8 12.5

4 αO −4.7 4.8 0.9 5.2 βSP −12.2 7.7 4.4 6.4
βO −8.8 −1.3 −3.6 1.0 2 αO −1.7 0.2 0.0 15.8

βO −4.8 11.8 9.0 13.3

Fig. 7   BCPs for the a 
[

Zn(�DOX)
(

H2O
)

3

]+ and b 
[

Zn(�DOX)2
(

H2O
)

2

]

 species, 
obtained at the ωB97X-D/ 
DGDZVP level of theory. Only 
BCPs between H2O molecules 
and DOX− are plotted, while 
BCPs between the metal-
lic center and DOX− or H2O 
molecules were replaced by 
turquoise solid lines
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bonding interactions (indicated by blue surfaces) that sta-
bilize the complex. The most pronounced attractive non-
covalent interactions are observed in the vicinity of the 
coordination sphere, primarily resulting from the interaction 
between solvent molecules and the metal center. This finding 
highlights the importance of adequately filling coordination 
vacancies to determine the most stable oxovanadium com-
plex in solution phase. By ensuring the appropriate coordi-
nation environment, the complex can engage in favorable 
interactions with the surrounding solvent molecules, enhanc-
ing its stability and overall behavior.

The Gibbs free energies of complexation of VO(IV) 
with doxorubicin in acidic aqueous solution were com-
puted using Eq. (12) and are reported in Table 6. Except 
for the PBE functional, all the methods predicted that the 
[

VO(�DOX)
(

H2O
)

2

]

 complex, which has a square pyra-
mid coordination geometry, is the only predominant 1:1 
stoichiometric species in solution. As in the gas phase, 

the oxygen atoms of DOX occupy equatorial vacancies of 
the oxovanadium center, but in solution phase, the alpha 
orientation was preferred by the drug. For the 1:2 stoichi-
ometry case, we observed that the formation of the square 
pyramidal 

[

VO
(

�DOX
)

2

]

 species was highly exergonic only 
when the drug binds to the oxovanadium center through 
the beta side. Nonetheless, our results strongly suggest 
that the 1:1 complex predominates over the 1:2 complex, 
as indicated by a significant Gibbs free energy difference 
of 53.78 kcal·mol−1 (computed using the PBE0 functional). 
This substantial energy difference is unlikely to be counter-
acted by errors arising from the overestimation of the loss 
of entropy. Figure 10a, b show the coordination geometries 
of the 

[

VO(�DOX)
(

H2O
)

2

]

 and 
[

VO
(

�DOX
)

2

]

 species. Both 
structures show only one BCP, which may be indicating that 
the intramolecular interactions may not be too relevant for 
the stability of VO(IV)-doxorubicin complexes in solution 
phase.

Conclusions

In this study, we used a hybrid thermodynamic cycle 
approach to analyze the complexation equilibrium between 
the antineoplastic doxorubicin and three transition metal 
ions, Cu2+, Zn2+, and VO2+, in aqueous solution. To improve 
accuracy, we performed a preliminary benchmarking study 
to minimize errors resulting from the approximated elec-
tronic structure of the involved species. Additionally, we 
used explicit solvation with solvent clusters to enhance 
errors cancellation between the solvation patterns of the par-
ticipating solutes. Our analysis revealed the representative 
1:1 and 1:2 stoichiometric species, as well as the most prob-
able complexation process for each metal–complex family. 

Fig. 8   Molecular structure of the 
[

VO
(

H2O
)

5

]2+ species displaying 
the axial (ax) and equatorial (eq) coordination sites

Table 5   Computed energy 
variation corresponding 
to the reaction between 
[

VO
(

H2O
)

m

]2+ and 
HDOX species, forming 
[

VO
(

�,�DOX
)

n

(

H2O
)

l

]2−n 
complexes, in gas phase, using 
Eq. (11)

Relative values respect the most stable complexation process are reported in parentheses. Values are 
reported in kcal·mol−1

T tetrahedral geometry, TB trigonal bipyramidal geometry, SP square pyramidal geometry, O octahedral 
geometry

m l Side PBE ωB97X-D M06 PBE0 DLPNO-CCSD

5 1 αT 52.9 (33.0) 124.3 (40.7) 125.6 (42.0) 130.2 (37.4) 143.2 (47.2)
βT 52.6 (32.7) 110.8 (27.2) 127.9 (44.3) 131.7 (39.0) 125.7 (29.7)

2 αTB 36.7 (16.8) 106.8 (23.2) 106.5 (22.8) 116.7 (24.0) 124.4 (28.3)
βTB 29.4 (9.5) 100.0 (16.4) 99.5 (15.9) 107.3 (14.6) 117.7 (21.7)
αSP 31.2 (11.3) 96.7 (13.1) 98.0 (14.4) 106.6 (13.9) 113.7 (17.7)
βSP 20.4 (0.6) 89.4 (5.8) 89.9 (6.3) 96.4 (3.7) 106.0 (9.9)

3 αA, O 33.2 (13.4) 98.7 (15.1) 87.3 (3.6) 107.4 (14.6) 111.2 (15.2)
αE, O 23.8 (3.9) 87.3 (3.7) 86.5 (2.9) 98.2 (5.4) 99.4 (3.3)
α 24.8 (5.0) 98.7 (15.1) 87.3 (3.6) 97.3 (4.6) 111.2 (15.2)
βA, O 28.5 (8.6) 91.6 (8.0) 91.1 (7.4) 100.7 (8.0) 103.7 (7.7)
βE, O 19.9 (0.0) 83.6 (0.0) 83.6 (0.0) 92.7 (0.0) 96.0 (0.0)
β 21.1 (1.2) 85.7 (2.1) 84.9 (1.2) 95.3 (2.5) 98.9 (2.9)
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For instance, we found that copper-doxorubicin complexes 
have a squared planar coordination geometry at both stoi-
chiometries and are formed from Cu(II) in its hexahydrate 
form; doxorubicin is linked to the metal center from oxygens 
located at the beta side. The 1:1 complex was found to be 
slightly more stable than the 1:2 complex but the validity 
of this result strongly depends on the overestimation of the 
loss of entropy going from gas to solution phase. For zinc, 
we found that the most favored complexes were the penta- 
and tetrahedral species for the 1:1 and 1:2 stoichiometries, 
respectively. These complexes are formed from the tetra and 
hexahydrates of free zinc and chelated by oxygens from the 
alpha side of doxorubicin. We did not find evidence of one 
stoichiometry predominating over another. In the case of 
oxovanadium-doxorubicin complexes, both 1:1 and 1:2 stoi-
chiometric species exhibited a squared pyramidal geometry 
and were formed from the free octahedral VO2+ species in 

acidic aqueous solution, with doxorubicin exhibiting the 
alpha and beta orientations, respectively. Our results sug-
gest that the 1:1 stoichiometric oxovanadium complex is 
predominant, while the 1:2 species may be scarce in aque-
ous solution.

Interestingly, our thermodynamic approach predicted 
entropy contributions close to zero to the Gibbs free energy 
of reaction in all the studied processes. This consistent pat-
tern across the different complexes would be attributed to 
the thermodynamic model employed in estimating solution 
phase quantities. Our computational strategy is carefully 
designed to minimize errors and facilitate the cancellation of 
potential inaccuracies. However, it is important to acknowl-
edge that the cancellation of minority Gibbs free energy 
components can also impact the computed reaction entro-
pies. The accurate determination of the reaction entropy in 
the solution phase remains a challenging task and can be 

Fig. 9   a BCPs, b 3D-NCII and c 2D-NCII plots obtained for the 
[

VO
(

�EDOX
)(

H2O
)

3

]+
 species at the ωB97X-D/ DGDZVP level of 

theory. Only BCPs between H2O molecules and DOX− are plotted, 

while BCPs between the metallic center and DOX− or H2O molecules 
were replaced by turquoise solid lines. “s” is the reduced gradient of 
the electron density.
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one of the major sources of error in strategies that rely on 
continuum solvation models and thermodynamic cycles for 
calculating (contributions to) solvation Gibbs free energies 
of reactions in polar solvents. Unfortunately, the only way 
to quantify this error is by comparing the predicted values 
with experimental measurements.

The coordination numbers inferred in our thermodynamic 
study were corroborated by the analysis of corresponding 
BCPs, which also served as indicators of relevant inter- and 
intramolecular interactions involved in the stability of the 
studied complexes. NCI indexes allowed us to build plausi-
ble discussions regarding the stability of one complex over 
another, in terms of the non-covalent interactions exhibited 
by each compound. Together, they constituted valuable 

tools to rationalize the thermodynamic stability of the set of 
metal-doxorubicin complexes investigated here.

Among the four DFAs tested in our study, PBE0 consist-
ently produced Gibbs free energies of reactions that were 
the closest to our DLPNO/aug-cc-pVDZ standard for all 
three families of metal complexes investigated, followed by 
ωB97X-D. Relative energies were reasonably well predicted 
with the M06 functional, while ωB97X-D was the second-
best performing functional. Likewise, in solution phase, 
these three functionals consistently provided the same trends 
among the sets of metal complexes studied, which also can 
be attributed to the cancellation of errors propitiated by our 
hybrid thermodynamic approach. Based on these results, we 
conclude that PBE0, ωB97X-D and M06 are suitable for 

Table 6   Solution phase Gibbs 
free energy of complexation 
between 

[

VO
(

H2O
)

m

]2+ 
and n HDOX ligands, for 
[

VO
(

�,�DOX
)

n

(

H2O
)

l

]2−n 
complexes

Values are reported in kcal·mol−1

T tetrahedral geometry, TB trigonal bipyramidal geometry, SP square pyramidal geometry, O octahedral 
geometry

m l Side n = 1 l Side n = 2

PBE ωB97X-D M06 PBE0 PBE ωB97X-D M06 PBE0

5 1 αT −19.8 −3.3 −3.88 −6.46 0 αSP 3.0 6.5 5.8 17.7
βT −21.6 − −1.35 −6.11 βSP −22.4 −6.3 −7.5 −6.8

2 αTB −2.9 10.2 10.7 11.6 1 βT 1.7 11.6 11.8 17.4
βTB −5.6 5.9 5.8 5.3 αSP 18.2 11.78 14.1 32.7
αSP −9.8 −58.4 −58.6 −60.6 βSP −13.1 0.09 −2.0 3.3
βSP −17.3 −5.8 −6.6 −6.1 αE, O 7.8 8.99 7.7 22.7

3 αA, O −13.7 −5.0 −10.5 −6.3 βE, O −18.4 −5.11 −6.2 −3.5
βA, O −14.3 −7.4 −7.8 −5.2 2 αE, O 18.7 15.6 14.2 34.1
αA, O −14.3 −5.2 −10.6 −4.7 βE, O −0.6 72.3 6.1 72.5
βA, O −12.3 −2.5 −4.7 −0.4 3 αA, O 30.8 24.8 24.8 44.6
αE, O 11.5 −45.1 −47.9 −43.8
βE, O 48.3 58.5 52.0 21.9

Fig. 10   BCPs obtained at the 
ωB97X-D/aug-cc-pVDZ level. 
(a) 

[

VO
(

�DOX
)

(H2O)2
]

 and 
(b) 

[

VO
(

�DOX
)

2

]

 . Only BCPs 
between H2O molecules and 
DOX− are plotted, while BCPs 
between the metallic center and 
DOX− or H2O molecules were 
replaced by turquoise solid lines
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studying the complexation process between the three metal 
ions considered in this study and biomolecules containing 
the anthracycline moiety, in both, gas and solution phase, 
particularly using the hybrid thermodynamic approach 
described herein. Conversely, our findings suggest that the 
PBE functional may not provide reliable results in further 
studies and must be avoided.

Finally, our study demonstrates that with the aid of a 
proper thermodynamic theoretical protocol and adequate 
theoretical tools, valuable information about the compl-
exation between metal ions and bioactive molecules can 
be inferred, even in the absence of experimental data. Our 
results also suggest that reasonable predictions can be made, 
which can subsequently be compared with experimental 
determinations to gain a deeper understanding of the coor-
dination chemistry of drugs bound to transition metal ions. 
Overall, our study highlights the potential of computational 
methods based on thermodynamic cycles in the field of 
bioinorganic chemistry and provides a useful framework 
for future studies in this area.

Appendix A

In this section, we will provide a detailed guide on how to 
utilize the cluster solvation cycle (Fig. 2) for calculating the 
Gibbs free energy of reaction in solution phase ( ΔrG

∗
aq,n

 ) for 
the interaction between transition metal ions and ligands of 
interest. As an illustrative example, we will examine the 
complexation between Zn(II) and HDOX resulting in the 
formation of the 

[

Zn(DOX)2
]

 species. The chemical equilib-
rium for this process can be described as follows,

Upon filling up coordination vacancies for free Zn(II) and 
Zn(DOX)2 , two compounds are formed: the hexahydrate spe-
cies and the tetrahedral complex, respectively. The repre-
sentative equilibrium is,

The Gibbs free energy of complexation for this pro-
cess can be calculated using Eq. (8), with a temperature of 
298.15 K. It should be noted that for this case, with ligand 
coordination number (l) of 2 and metal coordination number 
(m) of 6, the equation takes the following form,

(14)Zn(II) + 2HDOX →

[

Zn(DOX)2
]

+ 2H+

(15)

(

H2O
)

2 +
[

Zn
(

H2O
)

6

]2+ + 2HDOX
→

[

Zn(DOX)2
(

H2O
)

2

]

+
(

H2O
)

6 + 2H+

(16)

ΔrG
∗
aq,2

= Δr_cG
o
g
+ ΔΔ_cG

∗
solv

+
(

0.592kcal ⋅mol−1
)

ln
[

2

6

]

The term Δr_cG
o
g
 contains all the Gibbs free energy con-

tributions in the gas phase, including those related to the 
explicit solvation of solutes, and is computed from Eq. (9)

All the remainder quantities in Eq. (17) can be obtained 
from standard thermochemistry theoretical calculations. On 
the other hand, ΔΔ_cG

∗
solv

 contains all the bulky contribu-
tions to the solvation Gibbs free energy of solutes,

Each of the solvation free energies at the right-hand side 
of Eq. (18) were obtained from a continuum approach, i.e., 
as the difference between the electronic energies computed 
in both, gas ( EEg ) and continuum ( EEc ) phases,

EEc can be obtained from any continuum solvation 
model; the one selected in this work was SMD. Finally, sub-
stituting each free energy contribution with the correspond-
ing numerical values one gets ΔrG

∗
aq,2

= 0.17 kcal ⋅mol−1 
for the formation of the Zn(DOX)2

(

H2O
)

2
 complex in aque-

ous solution. This procedure can be easily implemented in a 
simple python (or other language) script or in a standard 
spreadsheet.
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(17)

Δr_cGo
g = Go

g

([

Zn(DOX)2
(

H2O
)

2

])

+ Go
g

(

H2O
)

6

− Go
g

(

[

Zn
(

H2O
)

6

]2+
)

− 2Go
g(HDOX)

− Go
g

(

H2O
)

2 + 2 ⋅
(

−6.28 kcal ⋅mol−1
)

(18)

ΔΔ_�G
∗
solv

= ΔG∗
solv

([

Zn(DOX)2
(

H2O
)

2

])

+ ΔG∗
solv

(

H2O
)

6

− ΔG∗
solv

(

[

Zn
(

H2O
)

6

]2+
)

− 2ΔG∗
solv

(HDOX)

− ΔG∗
solv

(

H2O
)

2
+ 2 ⋅

(

−265.9 kcal ⋅mol
−1
)

(19)
ΔG∗

solv

[

Zn(DOX)2
(

H2O
)

2

]

= EEc

[

Zn(DOX)2
(

H2O
)

2

]

− EEg

[

Zn(DOX)2
(

H2O
)

2

]
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representative doxorubicin-metal complexes, solution phase enthalp-
ies of all the studied reactions, as well as Cartesian coordinates for the 
most stable coordination geometries.

Declarations 

Conflict of interest  The authors declare no conflicts of interest.

References

	 1.	 Renfrew AK (2014) Metallomics 6(8):1324–1335. https://​doi.​
org/​10.​1039/​c4mt0​0069b

	 2.	 Hassani S, Ghahremani H, Bagheri S (2011) Arch Appl Sci Res 
3:296–300. https://​doi.​org/​10.​14715/​cmb/​2015.​61.7.​17

	 3.	 Marouane W, Soussi A, Murat J-C, Bezzine S, El Feki A 
(2011) Lipids Health Dis 10:1–8. https://​doi.​org/​10.​1186/​
1476-​511X-​10-​65

	 4.	 Monjaraz-Rodríguez A, Rodriguez-Bautista M, Garza J, Zubil-
laga RA, Vargas R (2018) J Mol Model 24:1–9. https://​doi.​org/​
10.​1007/​s00894-​018-​3725-5

	 5.	 Reyna-Luna J, Flores R, Gómez-Balderas R, Franco-Pérez M 
(2020) J Phys Chem B 124(16):3355–3370. https://​doi.​org/​10.​
1021/​acs.​jpcb.​9b106​87

	 6.	 Galván-García EA, Agacino-Valdés E, Franco-Pérez M, Gómez-
Balderas R (2017) Theoret Chem Acc 136:1–14. https://​doi.​org/​
10.​1007/​s00214-​017-​2056-4

	 7.	 Flores R, Reyes-García LI, Rodríguez-Laguna N, Gómez-
Balderas R (2018) Theoret Chem Acc 137:1–16. https://​doi.​org/​
10.​1007/​s00214-​018-​2315-z

	 8.	 Lopez-Chavez E, Garcia-Quiroz A, Santiago-Jiménez JC, Díaz-
Góngora JA, Díaz-López R, de Landa C-A (2021) MRS Adv 
6:897–902. https://​doi.​org/​10.​1557/​s43580-​021-​00182-2

	 9.	 Riplinger C, Sandhoefer B, Hansen A, Neese F (2013) J Chem 
Phys 139(13):134101. https://​doi.​org/​10.​1063/1.​48218​34

	 10.	 Tomasi J, Mennucci B, Cammi R (2005) Chem Rev 105(8):2999–
3094. https://​doi.​org/​10.​1021/​cr990​4009

	 11.	 Marenich AV, Cramer CJ, Truhlar DG (2009) J Phys Chem B 
113(18):6378–6396. https://​doi.​org/​10.​1021/​jp810​292n

	 12.	 De Jong DH, Schäfer LV, De Vries AH, Marrink SJ, Berendsen 
HJ, Grubmüller H (2011) J Comput Chem 32(9):1919–1928. 
https://​doi.​org/​10.​1002/​jcc.​21776

	 13.	 Wilson AD, Lee H, Stetson C (2021) Commun Chem 4(1):163. 
https://​doi.​org/​10.​1038/​s42004-​021-​00599-8

	 14.	 Prasad S, Huang J, Zeng Q, Brooks BR (2018) J Com-
put Aided Mol Des 32:1191–1201. https://​doi.​org/​10.​1007/​
s10822-​018-​0167-1

	 15.	 Lian P, Johnston RC, Parks JM, Smith JC (2018) J Phys Chem A 
122(17):4366–4374. https://​doi.​org/​10.​1021/​acs.​jpca.​8b017​51

	 16.	 Ho J, Coote ML, Franco-Pérez M, Gómez-Balderas R (2010) 
J Phys Chem A 114(44):11992–12003. https://​doi.​org/​10.​1021/​
jp107​890p

	 17.	 Turner N, Biganzoli L, Di Leo A (2015) Lancet Oncol 
16(7):e362–e369. https://​doi.​org/​10.​1016/​S1470-​2045(15)​
00079-0

	 18.	 Minotti G, Menna P, Salvatorelli E, Cairo G, Gianni L (2004) 
Pharmacol Rev 56(2):185–229. https://​doi.​org/​10.​1124/​pr.​
56.2.6

	 19.	 Mobaraki M, Faraji A, Zare M, Dolati P, Ataei M, Manshadi 
HD (2017) Indian J Pharm Sci 79(3):335–344. https://​doi.​org/​
10.​4172/​pharm​aceut​ical-​scien​ces.​10002​35

	 20.	 Rahman AM, Yusuf SW, Ewer MS (2007) Int J Nanomed 
2(4):567–583. https://​doi.​org/​10.​2147/​IJN.​S2.4.​567

	 21.	 Mertens AC, Yasui Y, Neglia JP, Potter JD, Nesbit ME Jr, 
Ruccione K, Smithson WA, Robison LL (2001) J Clin Oncol 

19(13):3163–3172. https://​doi.​org/​10.​1200/​JCO.​2001.​19.​13.​
3163

	 22.	 Wallace KB (2003) Pharmacol Toxicol 93(3):105–115. https://​
doi.​org/​10.​1034/j.​1600-​0773.​2003.​930301.x

	 23.	 Zucchi R, Danesi R (2003) Curr Med Chem Anti-Cancer 
Agents 3(2):151–171. https://​doi.​org/​10.​2174/​15680​11033​
353434

	 24.	 Mi F-L, Wang L-F, Chu P-Y, Peng S-L, Feng C-L, Lai Y-J, Li 
J-N, Lin Y-H (2018) ACS Biomater Sci Eng 4(8):2847–2859. 
https://​doi.​org/​10.​1021/​acsbi​omate​rials.​8b002​42

	 25.	 Tian X-Q, Ni X-W, Xu H-L, Zheng L, ZhuGe D-L, Chen B, Lu 
C-T, Yuan J-J, Zhao Y-Z (2017) Int J Nanomed 12:7103. https://​
doi.​org/​10.​2147/​IJN.​S1457​99

	 26.	 Injac R, Strukelj B (2008) Technol Cancer Res Treat 7(6):497–
516. https://​doi.​org/​10.​1177/​15330​34608​00700​611

	 27.	 Fojtu M, Gumulec J, Stracina T, Raudenska M, Skotakova A, 
Vaculovicova M, Adam V, Babula P, Novakova M, Masarik M 
(2017) Curr Drug Metab 18(3):237–263. https://​doi.​org/​10.​2174/​
13892​00218​66617​01051​65444

	 28.	 Dardir M, Herman EH, Ferrans VJ (1989) Cancer Chemother 
Pharmacol 23:269–275. https://​doi.​org/​10.​1007/​BF002​92402

	 29.	 Perkins W, Schroeder R, Carrano R, Imondi A (1982) Br J Can-
cer 46(4):662–667. https://​doi.​org/​10.​1038/​bjc.​1982.​251

	 30.	 Speyer JL, Green MD, Kramer E, Rey M, Sanger J, Ward C, 
Dubin N, Ferrans V, Stecy P, Zeleniuch-Jacquotte A (1988) N 
Engl J Med 319(12):745–752. https://​doi.​org/​10.​1056/​NEJM1​
98809​22319​1203

	 31.	 Alder ton P, Gross J, Green MD (1990) Can Res 
50(16):5136–5142

	 32.	 Imondi AR, Torre PD, Mazué G, Sullivan TM, Robbins 
TL, Hagerman LM, Podestà A, Pinciroli G (1996) Can Res 
56(18):4200–4204

	 33.	 Monti E, Paracchini L, Piccinini F, Malatesta V, Morazzoni F, 
Supino R (1990) Cancer Chemother Pharmacol 25:333–336. 
https://​doi.​org/​10.​1007/​BF006​86232

	 34.	 Greenaway F, Dabrowiak J (1982) J Inorg Biochem 16(2):91–
107. https://​doi.​org/​10.​1016/​S0162-​0134(00)​80218-4

	 35.	 Muindi JR, Sinha BK, Gianni L, Myers CE (1984) FEBS Lett 
172(2):226–230. https://​doi.​org/​10.​1016/​0014-​5793(84)​81130-8

	 36.	 Beijnen J, Lingeman H, Van Munster H, Underberg W (1986) 
J Pharm Biomed Anal 4(3):275–295. https://​doi.​org/​10.​1016/​
0731-​7085(86)​80050-4

	 37.	 Jabłońska-Trypuć A, Świderski G, Krętowski R, Lewandowski 
W (2017) Molecules 22(7):1106. https://​doi.​org/​10.​3390/​molec​
ules2​20711​06

	 38.	 Kostova I (2023) Inorganics 11(2):56. https://​doi.​org/​10.​3390/​
inorg​anics​11020​056

	 39.	 Deng Y, Zhang H (2013) Int J Nanomed 8:1835–1841. https://​
doi.​org/​10.​2147/​IJN.​S43657

	 40.	 Ostrovsky S, Kazimirsky G, Gedanken A, Brodie C (2009) Nano 
Res 2:882–890. https://​doi.​org/​10.​1007/​s12274-​009-​9089-5

	 41.	 Zhang Y, Chen W, Wang S, Liu Y, Pope C (2008) J Biomed 
Nanotechnol 4(4):432–438. https://​doi.​org/​10.​1166/​jbn.​2008.​006

	 42.	 Guo D, Wu C, Jiang H, Li Q, Wang X, Chen B (2008) J Pho-
tochem Photobiol, B 93(3):119. https://​doi.​org/​10.​1016/j.​jphot​
obiol.​2008.​07.​009

	 43.	 Dong Y, Narla RK, Sudbeck E, Uckun FM (2000) J Inorg Bio-
chem 78(4):321–330. https://​doi.​org/​10.​1016/​S0162-​0134(00)​
00060-X

	 44.	 Scrivens PJ, Alaoui-Jamali MA, Giannini G, Wang T, 
Loignon M, Batist G, Sandor VA (2003) Mol Cancer Ther 
2(10):1053–1059

	 45.	 Narla RK, Chen C-L, Dong Y, Uckun FM (2001) Clin Cancer 
Res 7(7):2124–2133

https://doi.org/10.1039/c4mt00069b
https://doi.org/10.1039/c4mt00069b
https://doi.org/10.14715/cmb/2015.61.7.17
https://doi.org/10.1186/1476-511X-10-65
https://doi.org/10.1186/1476-511X-10-65
https://doi.org/10.1007/s00894-018-3725-5
https://doi.org/10.1007/s00894-018-3725-5
https://doi.org/10.1021/acs.jpcb.9b10687
https://doi.org/10.1021/acs.jpcb.9b10687
https://doi.org/10.1007/s00214-017-2056-4
https://doi.org/10.1007/s00214-017-2056-4
https://doi.org/10.1007/s00214-018-2315-z
https://doi.org/10.1007/s00214-018-2315-z
https://doi.org/10.1557/s43580-021-00182-2
https://doi.org/10.1063/1.4821834
https://doi.org/10.1021/cr9904009
https://doi.org/10.1021/jp810292n
https://doi.org/10.1002/jcc.21776
https://doi.org/10.1038/s42004-021-00599-8
https://doi.org/10.1007/s10822-018-0167-1
https://doi.org/10.1007/s10822-018-0167-1
https://doi.org/10.1021/acs.jpca.8b01751
https://doi.org/10.1021/jp107890p
https://doi.org/10.1021/jp107890p
https://doi.org/10.1016/S1470-2045(15)00079-0
https://doi.org/10.1016/S1470-2045(15)00079-0
https://doi.org/10.1124/pr.56.2.6
https://doi.org/10.1124/pr.56.2.6
https://doi.org/10.4172/pharmaceutical-sciences.1000235
https://doi.org/10.4172/pharmaceutical-sciences.1000235
https://doi.org/10.2147/IJN.S2.4.567
https://doi.org/10.1200/JCO.2001.19.13.3163
https://doi.org/10.1200/JCO.2001.19.13.3163
https://doi.org/10.1034/j.1600-0773.2003.930301.x
https://doi.org/10.1034/j.1600-0773.2003.930301.x
https://doi.org/10.2174/1568011033353434
https://doi.org/10.2174/1568011033353434
https://doi.org/10.1021/acsbiomaterials.8b00242
https://doi.org/10.2147/IJN.S145799
https://doi.org/10.2147/IJN.S145799
https://doi.org/10.1177/153303460800700611
https://doi.org/10.2174/1389200218666170105165444
https://doi.org/10.2174/1389200218666170105165444
https://doi.org/10.1007/BF00292402
https://doi.org/10.1038/bjc.1982.251
https://doi.org/10.1056/NEJM198809223191203
https://doi.org/10.1056/NEJM198809223191203
https://doi.org/10.1007/BF00686232
https://doi.org/10.1016/S0162-0134(00)80218-4
https://doi.org/10.1016/0014-5793(84)81130-8
https://doi.org/10.1016/0731-7085(86)80050-4
https://doi.org/10.1016/0731-7085(86)80050-4
https://doi.org/10.3390/molecules22071106
https://doi.org/10.3390/molecules22071106
https://doi.org/10.3390/inorganics11020056
https://doi.org/10.3390/inorganics11020056
https://doi.org/10.2147/IJN.S43657
https://doi.org/10.2147/IJN.S43657
https://doi.org/10.1007/s12274-009-9089-5
https://doi.org/10.1166/jbn.2008.006
https://doi.org/10.1016/j.jphotobiol.2008.07.009
https://doi.org/10.1016/j.jphotobiol.2008.07.009
https://doi.org/10.1016/S0162-0134(00)00060-X
https://doi.org/10.1016/S0162-0134(00)00060-X


298	 Journal of Computer-Aided Molecular Design (2023) 37:279–299

1 3

	 46.	 D’Cruz OJ, Uckun FM (2002) Expert Opin Investig Drugs 
11(12):1829–1836. https://​doi.​org/​10.​1517/​13543​784.​11.​12.​
1829

	 47.	 Hwang JH, Larson RK, Abu-Omar MM (2003) Inorg Chem 
42(24):7967–7977. https://​doi.​org/​10.​1021/​ic035​0180

	 48.	 Toney JH, Brock CP, Marks TJ (1986) J Am Chem Soc 
108(23):7263–7274. https://​doi.​org/​10.​1021/​ja002​83a022

	 49.	 Sanna D, Ugone V, Pisano L, Serra M, Micera G, Garribba E 
(2015) J Inorg Biochem 153:167–177. https://​doi.​org/​10.​1016/j.​
jinor​gbio.​2015.​07.​018

	 50.	 Köpf-Maier P, Köpf H (1986) Anticancer Res 6(2):227–233
	 51.	 Abraham SA, Edwards K, Karlsson G, MacIntosh S, Mayer LD, 

McKenzie C, Bally MB (2002) Biochim Biophys Acta Biomem-
branes 1565(1):41–54

	 52.	 Fülöp Z, Gref R, Loftsson T (2013) Int J Pharm 454(1):559–561. 
https://​doi.​org/​10.​1016/j.​ijpha​rm.​2013.​06.​058

	 53.	 Sanli S, Altun Y, Guven G (2014) J Chem Eng Data 59(12):4015–
4020. https://​doi.​org/​10.​1021/​je500​595w

	 54.	 Malatesta V, Gervasini A, Morazzoni F (1987) Inorg Chim Acta 
136(2):81–85. https://​doi.​org/​10.​1016/​S0020-​1693(00)​87099-1

	 55.	 Fiallo MM, Garnier-Suillerot A, Matzanke B, Kozlowski H 
(1999) J Inorg Biochem 75(2):105–115. https://​doi.​org/​10.​1016/​
S0162-​0134(99)​00040-9

	 56.	 Gautier J, Munnier E, Douziech-Eyrolles L, Paillard A, Dubois 
P, Chourpa I (2013) Analyst 138(24):7354–7361. https://​doi.​org/​
10.​1039/​c3an0​0787a

	 57.	 Fiallo MM, Drechsel H, Garnier-Suillerot A, Matzanke BF, 
Kozlowski H (1999) J Med Chem 42(15):2844–2851. https://​
doi.​org/​10.​1021/​jm981​057n

	 58.	 Tachibana M, Iwaizumi M, Tero-Kubota S (1987) J Inorg Bio-
chem 30(2):133–140. https://​doi.​org/​10.​1016/​0162-​0134(87)​
80049-1

	 59.	 May PM, Williams GK, Williams DR (1980) Inorg Chim Acta 
46:221–228. https://​doi.​org/​10.​1016/​S0020-​1693(00)​84195-X

	 60.	 Bryantsev VS, Diallo MS, Goddard Iii WA (2008) J Phys Chem 
B 112(32):9709–9719. https://​doi.​org/​10.​1021/​jp802​665d

	 61.	 Fifen JJ, Dhaouadi Z, Nsangou M (2014) J Phys Chem A 
118(46):11090–11097. https://​doi.​org/​10.​1021/​jp508​968z

	 62.	 Zhan C-G, Dixon DA (2001) J Phys Chem A 105(51):11534–
11540. https://​doi.​org/​10.​1021/​jp012​536s

	 63.	 Okuno Y (1997) Chemistry 3(2):212–218. https://​doi.​org/​10.​
1002/​chem.​19970​030208]

	 64.	 Benson SW (1982) RE Krieger. Malabar, FL
	 65.	 Alvarez-Idaboy JR, Reyes L, Cruz J (2006) Org Lett 8(9):1763–

1765. https://​doi.​org/​10.​1021/​ol060​261z
	 66.	 Galano A (2007) J Phys Chem A 111(9):1677–1682. https://​doi.​

org/​10.​1021/​jp066​5271
	 67.	 Ledesma-Olvera LG, Agacino-Valdés E, Gómez-Balderas 

R (2016) Theoret Chem Acc 135:1. https://​doi.​org/​10.​1007/​
s00214-​016-​1996-4

	 68.	 Vo QV, Gon TV, Bay MV, Mechler A (2019) J Phys Chem B 
123(37):7777–7784. https://​doi.​org/​10.​1021/​acs.​jpcb.​9b051​60

	 69.	 Perdew JP, Burke K, Ernzerhof M (1996) Phys Rev Lett 
77(18):3865. https://​doi.​org/​10.​1103/​PhysR​evLett.​77.​3865

	 70.	 Chai J-D, Head-Gordon M (2008) Phys Chem Chem Phys 
10(44):6615–6620. https://​doi.​org/​10.​1039/​b8101​89b

	 71.	 Zhao Y, Truhlar DG (2008) Theoret Chem Acc 120:215–241. 
https://​doi.​org/​10.​1007/​s00214-​007-​0310-x

	 72.	 Adamo C, Barone V (1999) J Chem Phys 110(13):6158–6170. 
https://​doi.​org/​10.​1063/1.​478522

	 73.	 Perdew JP, Ernzerhof M, Burke K (1996) J Chem Phys 
105(22):9982–9985. https://​doi.​org/​10.​1063/1.​472933

	 74.	 Godbout N, Salahub DR, Andzelm J, Wimmer E (1992) Can J 
Chem 70(2):560–571. https://​doi.​org/​10.​1139/​v92-​079

	 75.	 Sosa C, Andzelm J, Elkin BC, Wimmer E, Dobbs KD, Dixon DA 
(1992) J Phys Chem 96(16):6630–6636. https://​doi.​org/​10.​1021/​
j1001​95a022

	 76.	 Tekarli SM, Drummond ML, Williams TG, Cundari TR, Wilson 
AK (2009) J Phys Chem A 113(30):8607–8614. https://​doi.​org/​
10.​1021/​jp811​503v

	 77.	 Chan B, Gill PM, Kimura M (2019) J Chem Theory Comput 
15(6):3610–3622. https://​doi.​org/​10.​1021/​acs.​jctc.​9b002​39

	 78.	 Weymuth T, Couzijn EP, Chen P, Reiher M (2014) J Chem The-
ory Comput 10(8):3092–3103. https://​doi.​org/​10.​1021/​ct500​
248h

	 79.	 Goodfellow AS, Bühl M (2021) Molecules 26(13):4072. https://​
doi.​org/​10.​3390/​molec​ules2​61340​72

	 80.	 Ludwig R (2001) Angew Chem Int Ed 40(10):1808–1827. 
https://​doi.​org/​10.​1002/​1521-​3773(20010​518)​40:​10%​3c180​8::​
AID-​ANIE1​808%​3e3.0.​CO;2-1

	 81.	 Frisch M, Trucks G, Schlegel H, Scuseria G, Robb M, Cheese-
man J, Scalmani G, Barone V, Mennucci B, Petersson G (2009) 
Inc, Wallingford, CT. http://​www.​gauss​ian.​com

	 82.	 Kendall RA, Dunning TH Jr, Harrison RJ (1992) J Chem Phys 
96(9):6796–6806. https://​doi.​org/​10.​1063/1.​462569

	 83.	 Jiang W, DeYonker NJ, Wilson AK (2012) J Chem Theory Com-
put 8(2):460–468. https://​doi.​org/​10.​1021/​ct200​6852

	 84.	 Neese F (2014) Institute for Physical and Theoretical Chemistry, 
Bonn 2:73–78

	 85.	 Neese F (2018) Wiley Interdiscip Rev 8:e1327. https://​doi.​org/​
10.​1002/​wcms.​1327

	 86.	 Bader RFW (1990) Clarendon: Oxford, UK
	 87.	 Johnson ER, Keinan S, Mori-Sánchez P, Contreras-García J, 

Cohen AJ, Yang W (2010) J Am Chem Soc 132(18):6498–6506. 
https://​doi.​org/​10.​1021/​ja100​936w

	 88.	 Hernández-Esparza R, Vázquez-Mayagoitia Á, Soriano-
Agueda LA, Vargas R, Garza J (2019) Int J Quantum Chem 
119(2):e25671. https://​doi.​org/​10.​1002/​qua.​25671

	 89.	 Hernández-Esparza R, Mejía-Chica SM, Zapata-Escobar AD, 
Guevara-García A, Martínez-Melchor A, Hernández-Pérez JM, 
Vargas R, Garza J (2014) J Comput Chem 35(31):2272–2278. 
https://​doi.​org/​10.​1002/​jcc.​23752

	 90.	 Grover N, Flanagan KJ, Trujillo C, Kingsbury CJ, Senge MO 
(2021) Eur J Org Chem 2021(7):1113–1122. https://​doi.​org/​10.​
1002/​ejoc.​20200​1564

	 91.	 Malloum A, Conradie J (2022) J Mol Liq 350:118522. https://​
doi.​org/​10.​1016/j.​molliq.​2022.​118522

	 92.	 Boto R, Peccati F, Laplaza R, Quan C, Carbone A, Piquemal J-P, 
Maday Y, Contreras-García J (2020). ChemRviv. https://​doi.​org/​
10.​26434/​chemr​xiv.​98315​36.​v2

	 93.	 Johnson E, Keinan S, Mori-Sanchez P, Contreras-Garcia J, Cohen 
A, Yang W (2010) J Am Chem Soc 132:6498–6506. https://​doi.​
org/​10.​1021/​ja100​936w

	 94.	 Contreras-García J, Johnson R, Keinan S, Chaudret R, Pique-
mal J-P, Beratan DN, Yang W (2011) J Chem Theory Comput 
7(3):625–632. https://​doi.​org/​10.​1021/​ct100​641a

	 95.	 Beraldo H, Garnier-Suillerot A, Tosi L (1983) Inorg Chem 
22(26):4117–4124

	 96.	 Morazzoni F, Gervasini A, Malatesta V (1987) Inorg Chim 
Acta 136(2):111–115. https://​doi.​org/​10.​1016/​S0020-​1693(00)​
87104-2

	 97.	 Marzano C, Pellei M, Tisato F, Santini C (2009) Anti-Cancer 
Agents Med Chem 9(2):185–211. https://​doi.​org/​10.​2174/​18715​
20097​87313​837

	 98.	 Santini C, Pellei M, Gandin V, Porchia M, Tisato F, Marzano C 
(2014) Chem Rev 114(1):815–862. https://​doi.​org/​10.​1021/​cr400​
135x

	 99.	 de Almeida KJ, Rinkevicius Z, Hugosson HW, Ferreira AC, 
Ågren H (2007) Chem Phys 332(2–3):176–187. https://​doi.​org/​
10.​1016/j.​chemp​hys.​2006.​11.​015

https://doi.org/10.1517/13543784.11.12.1829
https://doi.org/10.1517/13543784.11.12.1829
https://doi.org/10.1021/ic0350180
https://doi.org/10.1021/ja00283a022
https://doi.org/10.1016/j.jinorgbio.2015.07.018
https://doi.org/10.1016/j.jinorgbio.2015.07.018
https://doi.org/10.1016/j.ijpharm.2013.06.058
https://doi.org/10.1021/je500595w
https://doi.org/10.1016/S0020-1693(00)87099-1
https://doi.org/10.1016/S0162-0134(99)00040-9
https://doi.org/10.1016/S0162-0134(99)00040-9
https://doi.org/10.1039/c3an00787a
https://doi.org/10.1039/c3an00787a
https://doi.org/10.1021/jm981057n
https://doi.org/10.1021/jm981057n
https://doi.org/10.1016/0162-0134(87)80049-1
https://doi.org/10.1016/0162-0134(87)80049-1
https://doi.org/10.1016/S0020-1693(00)84195-X
https://doi.org/10.1021/jp802665d
https://doi.org/10.1021/jp508968z
https://doi.org/10.1021/jp012536s
https://doi.org/10.1002/chem.19970030208]
https://doi.org/10.1002/chem.19970030208]
https://doi.org/10.1021/ol060261z
https://doi.org/10.1021/jp0665271
https://doi.org/10.1021/jp0665271
https://doi.org/10.1007/s00214-016-1996-4
https://doi.org/10.1007/s00214-016-1996-4
https://doi.org/10.1021/acs.jpcb.9b05160
https://doi.org/10.1103/PhysRevLett.77.3865
https://doi.org/10.1039/b810189b
https://doi.org/10.1007/s00214-007-0310-x
https://doi.org/10.1063/1.478522
https://doi.org/10.1063/1.472933
https://doi.org/10.1139/v92-079
https://doi.org/10.1021/j100195a022
https://doi.org/10.1021/j100195a022
https://doi.org/10.1021/jp811503v
https://doi.org/10.1021/jp811503v
https://doi.org/10.1021/acs.jctc.9b00239
https://doi.org/10.1021/ct500248h
https://doi.org/10.1021/ct500248h
https://doi.org/10.3390/molecules26134072
https://doi.org/10.3390/molecules26134072
https://doi.org/10.1002/1521-3773(20010518)40:10%3c1808::AID-ANIE1808%3e3.0.CO;2-1
https://doi.org/10.1002/1521-3773(20010518)40:10%3c1808::AID-ANIE1808%3e3.0.CO;2-1
http://www.gaussian.com
https://doi.org/10.1063/1.462569
https://doi.org/10.1021/ct2006852
https://doi.org/10.1002/wcms.1327
https://doi.org/10.1002/wcms.1327
https://doi.org/10.1021/ja100936w
https://doi.org/10.1002/qua.25671
https://doi.org/10.1002/jcc.23752
https://doi.org/10.1002/ejoc.202001564
https://doi.org/10.1002/ejoc.202001564
https://doi.org/10.1016/j.molliq.2022.118522
https://doi.org/10.1016/j.molliq.2022.118522
https://doi.org/10.26434/chemrxiv.9831536.v2
https://doi.org/10.26434/chemrxiv.9831536.v2
https://doi.org/10.1021/ja100936w
https://doi.org/10.1021/ja100936w
https://doi.org/10.1021/ct100641a
https://doi.org/10.1016/S0020-1693(00)87104-2
https://doi.org/10.1016/S0020-1693(00)87104-2
https://doi.org/10.2174/187152009787313837
https://doi.org/10.2174/187152009787313837
https://doi.org/10.1021/cr400135x
https://doi.org/10.1021/cr400135x
https://doi.org/10.1016/j.chemphys.2006.11.015
https://doi.org/10.1016/j.chemphys.2006.11.015


299Journal of Computer-Aided Molecular Design (2023) 37:279–299	

1 3

	100.	 Salmon PS, Neilson G, Enderby J (1988) J Phys C: Solid State 
Phys 21(8):1335. https://​doi.​org/​10.​1088/​0022-​3719/​21/8/​010

	101.	 Da-yang TE, Fifen JJ, Malloum A, Lahmar S, Nsangou M, Con-
radie J (2020) New J Chem 44(9):3637–3653. https://​doi.​org/​10.​
1039/​C9NJ0​5169D

	102.	 D’Angelo P, Barone V, Chillemi G, Sanna N, Meyer-Klaucke W, 
Pavel NV (2002) J Am Chem Soc 124(9):1958–1967. https://​doi.​
org/​10.​1021/​ja015​685x

	103.	 Cooper TE, Carl D, Armentrout P (2009) J Phys Chem A 
113(49):13727–13741. https://​doi.​org/​10.​1021/​jp906​235y

	104.	 Sanchez Marcos E, Pappalardo RR, Rinaldi D (1991) J Phys 
Chem 95(22):8928–8932. https://​doi.​org/​10.​1021/​j1001​75a091

	105.	 Migliorati V, Zitolo A, Chillemi G, D’Angelo P (2012) ChemPlu-
sChem 77(3):234–239. https://​doi.​org/​10.​1002/​cplu.​20110​0070

	106.	 Riahi S, Roux B, Rowley CN (2013) Can J Chem 91(7):552–558. 
https://​doi.​org/​10.​1139/​cjc-​2012-​0515

	107.	 Dudev T, Lim C (2000) J Am Chem Soc 122(45):11146–11153. 
https://​doi.​org/​10.​1021/​ja001​0296

	108.	 Rotzinger FP (2005) J Phys Chem B 109(4):1510–1527. https://​
doi.​org/​10.​1021/​jp045​407v

	109.	 Hartmann M, Clark T, van Eldik R (1997) J Am Chem Soc 
119(33):7843–7850. https://​doi.​org/​10.​1021/​ja970​483f

	110.	 Pavlov M, Siegbahn PE, Sandström M (1998) J Phys Chem A 
102(1):219–228. https://​doi.​org/​10.​1021/​jp972​072r

	111.	 Bock CW, Katz AK, Glusker JP (1995) J Am Chem Soc 
117(13):3754–3765. https://​doi.​org/​10.​1021/​ja001​18a012

	112.	 Ducher M, Pietrucci F, Balan E, Ferlat G, Paulatto L, Blanchard 
M (2017) J Chem Theory Comput 13(7):3340. https://​doi.​org/​
10.​1021/​acs.​jctc.​7b004​55

	113.	 Lee S, Kim J, Park JK, Kim KS (1996) J Phys Chem 
100(34):14329–14338. https://​doi.​org/​10.​1021/​jp960​714p

	114.	 Krakowiak J, Lundberg D, Persson I (2012) Inorg Chem 
51(18):9598–9609. https://​doi.​org/​10.​1021/​ic300​202f

Publisher's Note  Springer Nature remains neutral with regard to 
jurisdictional claims in published maps and institutional affiliations.

https://doi.org/10.1088/0022-3719/21/8/010
https://doi.org/10.1039/C9NJ05169D
https://doi.org/10.1039/C9NJ05169D
https://doi.org/10.1021/ja015685x
https://doi.org/10.1021/ja015685x
https://doi.org/10.1021/jp906235y
https://doi.org/10.1021/j100175a091
https://doi.org/10.1002/cplu.201100070
https://doi.org/10.1139/cjc-2012-0515
https://doi.org/10.1021/ja0010296
https://doi.org/10.1021/jp045407v
https://doi.org/10.1021/jp045407v
https://doi.org/10.1021/ja970483f
https://doi.org/10.1021/jp972072r
https://doi.org/10.1021/ja00118a012
https://doi.org/10.1021/acs.jctc.7b00455
https://doi.org/10.1021/acs.jctc.7b00455
https://doi.org/10.1021/jp960714p
https://doi.org/10.1021/ic300202f

	Insights into the coordination chemistry of antineoplastic doxorubicin with 3d-transition metal ions Zn2+, Cu2+, and VO2+: a study using well-calibrated thermodynamic cycles and chemical interaction quantum chemistry models
	Abstract
	Introduction
	Background
	Doxorubicin and doxorubicin transition metal complexes
	Thermodynamic models
	Solvation of solutes by the cluster solvation cycle
	Gibbs free energy of reaction in solution phase.


	Computational details
	Results and discussion
	Cu(II)-doxorubicin complexes
	Zn(II)-doxorubicin complexes
	VO2+ doxorubicin complexes
	Conclusions

	Appendix A
	Anchor 16
	Acknowledgements 
	References




